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score greater than or equal to the score of the result being printed,
GenCore version 5.1.6 and is derived by analysis of the total score distribution.
Copyright (c) 1993 - 2003 Compugen Ltd. ’
: . SUMMARIES
%
OM nucleic - nucleic search, using sw model ' Result Query
No. Score Match Length DB ID Description
Run on: June 9, 2003, 07:09:40 ; Search time 1534 Seconds B R R L L T R S ——— cmeccaaaan
(without alignments) 1 456 100.0 456 6 AX467562 AX467562 Sequence
8651.160 Million cell updates/sec 2 456 100.0 1030 6 AR059251 AR059251 Sequence
3 456 100.0 1294 6 AR059250 AR059250 Sequence
Title: US-09-941-042C-1 4 456 100.0 1372 6 AR059249 AR059249 Sequence
perfect score: 456 5 456 100.0 1988 6 AR059248 AR059248 Sequence
Sequence: 1 ggaaacatattcaatacatt..........ggtaaaaagcagttacagag 456 6 456 100.0 2010 6 AR059247 AR059247 Sequence
7 245 53.7 2347 8 TOBPSAEB D42070 Tobacco psa
Scoring table: IDENTITY_NUC 8 184.2 40.4 6053 8 NTT85A X70902 N.tobacum T
. Gapop 10.0 , Gapext 1.0 9 148 32.5 722 6 AR059252 AR059252 Sequence
. 10 -94.4 20.7 5040 8 NSCHRIB X57079 N.sylvestri
Searched: 2054640 seqs, 14551402878 residues c 11 69 15.1 157373 9 ALS593856 AL593856 Human DNA
c 12 68.8 15.1 116696 3 PFMAL3P3 . 298547 Plasmodium
Total number of hits satisfying chosen parameters: 4109280 ’ . 13 66.8 14.6 150199 9 AC087568 . AC087568 Pan trogl
. 14 66.6 14.6 5145 6 AX281353 AX281353 Sequence
Minimum DB seq length: 0 15 66.6 14.6 5145 6 AX345250 AX345250 Sequence
Maximum DB seq length: 2000000000 . ¢ 16 66.4 14.6 8305 6 AX346470 AX346470 Sequence
. ) 17 65.6 14.4 149497 2 AL627305 AL627305 Danio rer
Post-processing: Minimum Match 0% 18 65.4 14.3 3945 8 AF141654 AF141654 Nicotiana
. Maximum Match 100% . . 19 65.2 14.3 234112 3 PFMAL4P2 AL035475 Plasmodiu
Listing first 45 summaries 20 65 14.3 152797 9 AC108052 : AC108052 Homo sapi
21 65 14.3 194943 9 AC105252 AC105252 Homo sapi
batabase : GenEmbl: * 22 64.8 14.2 101944 9 AC011463 AC011463 Homo sapi
1: gb_ba:* 23 64.6 14.2 44067 9 AL357136 AL357136 Human DNA
2: gb_htg:+ 24 64.2 14.1 155106 9 AC104069 AC104069 Homo sapi
3: gb_in:* . 25 63.8 14.0 195130 9 AL359832 AL359832 Human DNA
4: gb_om:* c 26 63.2 13.9 155711 3 VYIVD10 AL360354 Plasmodiu
5: gb_ov:* c 27 63 13.8 124820 2 AC117073 AC117073 Dictyoste
6: gb_pat:* - c 28 63 13.8 158813 9 AC080091 AC080091 Homo sapi
. 7: gb_ph:* E : 29 62.8 13.8 91798 9 HSKB152G3 AL132982 Human DNA
8: gb_pl:* ! c 30 62.8 13.8 96953 9 AC079621 * AC079621 Homo sapi
9: gb_pr:+ c 31 62.6 13.7 145598 9 AC008132 AC008132 Homo sapi
10: gb_ro:* c 32 62.6 13.7 169541 9 AL136178 AL136178 Human DNA
11: gb_sts:* ' 33 62.4 13.7 38013 9 ALS590287 AL590287 Human DNA
12: gb_sy:* c 34 62.4 13.7 110000 2 PFMALAP1_1 Continuation (2 of
13: gb_un:* c 35 62.4 13.7 176368 9 CNSO1RGG AL157971 Human chr
14: gb_vi:» . 36 62.2 13.6 103344 9 HS1100E15 AL035551 Human DNA
15: em_ba:* c 37 62.2 13.6 165260 9 AC024341 AC024341 Homo sapi
16: em_fun:* 38 62.2 13.6 165423 9 CNSO7ECV AL442663 Human chr
17: em_hum:* .¢c 39 62.2 13.6 224448 2 PFMAL4P4 AL035477 Plasmodiu
18: em_in:* c 40 62 13.6 1266 3 DDI301668 AJ301668 Dictyoste
19: em_mu:* 41 62 13.6 1792 3 AF151388 AF151388 Dermatobi
20: em_om:* 42 62 13.6 186431 2 AC022281 AC022281 Homo sapi
21: em_or:* 43 62 13.6 198853 2 AL365354 AL365354 Homo sapi
22: em.ov:* c 44 61.8 13.6 106090 5 AL732577 AL732577 Zebrafish
23: em pat:* : c 45 61.8 13.6 167362 2 AC006269 AC006269 Homo sapi
24: em_ph:*
25: em_pl:*
26: em_ro:* ALIGNMENTS
27: em_sts:*
28: em_un:*
29: em_vi:* o RESULT 1
em_htg_hum:* AX467562
em_htg_inv:* i . LOCUS AX467562 . 456 bp DNA linear PAT 16-JUL-2002
em_htg_other:* DEFINITION Sequence 1 from Patent WO0218607.
em_htg_mus:* ACCESSION  AX467562
em_htg_pln:* VERSION AX467562.1 GI:21900757
em_htg_rod:+* KEYWORDS .
em_htg_mam:* SOURCE common tobacco.
em_htg_vrt:* ORGANISM Nicotiana tabacum
em_sy:* Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta;
em_htgo_hum:* Spermatophyta; Magnoliophyta; eudicotyledons; core eudicots;
em_htgo_mus:* ' Asteridae; euasterids I; Solanales; Solanaceae; Nicotiana.
41: em_htgo_other:* REFERENCE 1
X AUTHORS Conkling,M.A. and Li,Y.
Pred. No. is the number of results predicted by chance to have a TITLE Transgenic plants containing molecular decoys that alter protein
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content therein

JOURNAL Patent: WO 0218607-A 1 07-MAR-2002;
NORTH CAROLINA STATE UNIVERSITY (US) '
FEATURES Location/Qualifiers
source 1. .456
/organism="Nicotiana tabacum"
/db_xref="taxon:4097"
BASE COUNT 158 a 57 ¢ 66 g 175 t
ORIGIN
Query Match 100.0%; Score 456: DB 6; Length 456;
Best Local Similarity 100.0%; Pred. No. 2.6e-59;
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
FERTEEEREN I Rt R i LR R R e gt
Db 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
RN RN AN N R AR A RN AR A R AR AR RARR AN
Db 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
PVLELVER T EL e e i i b e b e e b e eren el
Db 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
FELEEETRERTE T e e b e e e ety byt renentedny
Db 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
Qy 241 4qa>>enno8747968nn>e>eqquqoy>eea>eeaee>a>>>>a>b>&¥>nee>none 300
Il KRR PEVLERLRL R CE e bt e b b e erv et
Db 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
I [RRNNARARARARRRRERNRER
Db 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
FEEATLREO LT I L e b L ey et
Db 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
PORVELREY VPRV L b erengnnn
Db 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
RESULT 2
AR059251
LOCUS AR059251 1030 bp DNA linear PAT 29-SEP-1999
DEFINITION Sequence 5 from patent US 5837876.
ACCESSION AR059251
VERSION AR059251.1 GI:5984828
KEYWORDS .
SOURCE Unknown.
ORGANISM Unknown.
Unclassified.

REFERENCE 1 (bases 1 to 1030)

AUTHORS Conkling,M.A., Mendu,N. and Song,W.

TITLE Root cortex specific gene promoter

JOURNAL Patent: US 5837876-A 5 17-NOV-1998;
FEATURES Location/Qualifiers

source 1. .1030
/organism="unknown"

BASE COUNT 388 a 143 ¢ 164 g 335 t
ORIGIN

Query Match 100.0%; Score 456; DB 6; Length 1030;

Best Local Similarity 100.0%; Pred. No. 2.1le-59;

Matches 456; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy ‘1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
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Db 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
PEEEREREE e e e bbb b by e e e e e e e v e e e by
Db 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
PEAETERER e e it e e r by e e b vy rer e et
Db 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
Qy . 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
[ARARAR! AR (IENRRNRENARARERARAR] (3L
Db 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
PEVEPELETR TRV e E e et e b b by b er b e r e e e e e bbb e it
Db 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
JULEVUREV R T by bR B b e EEE LR TR T g
Db 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PECLEEERCTRTEI e b b bty bbb bbb r e e e et
Db 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
TELELEEIET P e e et et el
Db 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
RESULT 3
AR059250
LOCUS AR059250 1294 bp DNA linear  PAT 29-SEP-1999
DEFINITION Sequence 4 from patent US 5837876.
ACCESSION AR059250
VERSION AR059250.1 GI:5984827
KEYWORDS .
SOURCE Unknown'.
ORGANISM Unknown.
Unclassified.
REFERENCE 1 (bases 1 to 1294)
AUTHORS Conkling,M.A., Mendu,N. and Song,W.
TITLE Root cortex specific gene promoter
JOURNAL Patent: US 5837876-A 4 17-NOV-1998;
FEATURES Location/Qualifiers
source 1. .1294
/organism="unknown"
BASE COUNT 515 a 174 ¢ 203 g 402 t
ORIGIN
Query Ma%ch 100.0%; Score 456; DB 6; Length 1294;
Best Local Similarity 100.0%; Pred. No. 2e-59;
Matches 456; Conservative 0; Mismatches 0; Indels 0; Gaps 0
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
AT e i e et e et L e e e bt e b e it
Db 265 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 324
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
PEPETETETE T T e e it et e e b e be v bt v e e rer et i
Db 325 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 384
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
(EERARREE RN R R RN R RN R AR N R RN RN AR RN NN R NN AR RN AREENY]
Db 385 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 444
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
PEATTEIRERER Yt e b e e e e b e e e e e bbb
Db 445 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 504
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300

(RNRRY] (RERN (RERRARERRERRARARRRRE! [ARNE] IHH It
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T
, : score greater than or equal to the score of the result being printed,
GenCore version 5.1.6 "and is derived by analysis of the total score distribution.
Copyright (c) 1993 - 2003 Compugen Ltd.
SUMMARIES
R . . %
OM nucleic - nucleic search, using sw model . Result Query
No. Score Match Length DB ID Description
Run on: | June 9, 2003, 07:09:40 ; Search time 1534 Seconds B L D “eeesmmmemanaa B
(without alignments) . 1 456 100.0 456 6 AX467562 AX467562 Sequence
8651.160 Million cell updates/sec 2 456 100.0 1030 6 AR059251 AR059251 Sequence
3 456 100.0 1294 6 AR059250 AR059250 Sequence
Title: US-09-941-042C-1 . 4 456 100.0 1372 6 AR059249 AR(059249 Sequence
Perfect score: 456 5 456 100.0 1988 6 AR059248 AR059248 Sequence
Sequence: 1 ggaaacatattcaatacatt..........ggtaaaaagcagttacagag 456 6 456 100.0 2010 6 AR059247 AR059247 Sequence
7 245 53.7 2347 8 TOBPSAEB D42070 Tobacco psa
Scoring table: IDENTITY_NUC 8 184.2 40.4 6053 8 NTTB5A X70902 N.tobacum T
Gapop 10.0 , Gapext 1.0 9 148 32.5 722 6 AR059252 AR059252 Sequence
10 94 .4 20.7 5040 8 NSCHRIB X57079 N.sylvestri
Searched: 2054640 seqs, 14551402878 residues c 11 69 15.1 157373 9 ALS593856 ALS593856 Human DNA
c 12 68.8 15.1 116696 3 PFMAL3P3 298547 Plasmodium
Total number of hits satisfying chosen parameters: 4109280 13 66.8 14.6 150199 9 AC087568 AC087568 Pan trogl
. 14 66.6 14.6 5145 6 AX281353 AX281353 Sequence
Minimum DB seq length: 0 15 66.6 14.6 5145 6 AX345250 AX345250 Sequence
Maximum DB seq length: 2000000000 - c 16 66.4 14.6 B305 6 AX346470 AX346470 Sequence
) 17 65.6 14.4 149497 2 AL627305 AL627305 Danio rer
Pogt-processing: Minimum Match 0% 18 65.4 14.3 3945 B8 AF141654 AF141654 Nicotiana
Maximum Match 100% : . 19 65.2 14.3 234112 3 PFMAL4P2 AL035475 Plasmodiu
Listing first 45 summaries . 20 65 14.3 152797 9 AC108052 AC108052 Homo sapi
’ . 21 65 14.3 194943 9 ACl1l05252 AC105252 Homo sapl
Database : GenEmbl :# . 22 64.8 14.2 101944 9 AC011463 AC011463 Homo sapi
1l: gb_ba:® 23 64.6 14.2 44067 9 AL357136 AL357136 Human DNA
2: gb_htg:* ) 24 64.2 14.1 155106 9 AC104069 : AC104069 Homo sapi
3: gb_in:* : 25 63.8 14.0 195130 9 AL359832 AL359832 Human DNA
4: gb_om:* c 26 63.2 13.9 155711 3 VYIVD1O AL360354 Plasmodiu
5: gb_ov:* c 27 63 13.8 124820 2 ACl17073 AC117073 Dictyoste
6: gb_pat:* c 28 63 13.8 158813 9 AC080091 AC080091 Homo sapi
. 7: gb_ph:* 29 62.8 13.8 91798 9 HSKB152G3 AL132982 Human DNA
8: gb_pl:» c 30 62.8 13.8 96953 9 AC079621 AC079621 Homo sapi
9: gb_pr:* c 31 62.6 13.7 145598 9 AC008132 AC008132 Homo sapi
10: gb_ro:* c 32 62.6 13.7 169541 9 AL136178 AL136178 Human DNA
11 gb_sts:* 33 62.4 13.7 38013 9 AL590287 " AL590287 Human DNA
1 gb_sy:* c 34 62.4 13.7 110000 2 PFMAL4P1_1 Continuation (2 of
1 gb_un:* c 35 62.4 13.7 176368 9 CNSO1RGG AL157971 Human chr
gb_vi:* 36 62.2 13,6 103344 9 HS1100El1S AL035551 Human DNA
em_ba: ¥ c 37 62.2 13.6 165260 9 AC024341 AC024341 Homo sapi
em_fun:* 38 62.2 13.6 165423 9 CNSO7ECV AL442663 Human chr
em_hum: * c 39 62.2 13.6 224448 2 PFMAL4P4 AL035477 Plasmodiu
em_in:* c 40 62 13.6 1266 3 DDI301668 AJ301668 Dictyoste
em_fmu:* , 41 62 13.6 1792 3 AF151388 AF151388 Dermatobi
em_om:* 42 62 13.6 186431 2 AC022281 AC022281 Homo sapi
em_or:* R 43 62 13.6 198853 2 AL365354 AL365354 Homo sapi
. em_ov:* , c 44 61.8 13.6 106090 5 AL732577 AL732577 Zebrafish
em_pat.:* ’ c 45 61.8 13.6 167362 2 AC006269 . AC006269 Homo sapi
em_ph:*
em_pl:*
em_ro:* ALIGNMENTS
em_sts:¥
em_un:* N
em_vi:¥ : ) RESULT 1
em_htg_hum:* AX467562
em_htg_inv:* . . LOCUS AX467562 456 bp DNA linear PAT 16-JUL-2002
em_htg_other:* ) DEFINITION Sequence 1 from Patent W0O0218607.
em_htg_mus:* ACCESSION  AX467562
VERSION AX467562.1 GI:21900757
em_htg_rod:* KEYWORDS .
em_htg_mam:* SOURCE common tobacco.
em_htg_vrt:* ORGANISM Nicotiana tabacum
em_sy:* ’ Eukaryota; Viridiplantae; Streptophyta; Embryophyta:; Tracheophyta:
em_htgo_hum:* Spermatophyta; Magnoliophyta; eudicotyledons; core eudicots;
em_htgo_mus;* ' Asteridae; euasterids I; Solanales; Solanaceae; Nicotiana.
41: em_htgo_other:* - REFERENCE 1
. AUTHORS Conkling,M.A. and Li,Y.
Pred. No. is the number of results predicted by chance to have a TITLE Transgenic plants containing molecular decoys that alter protein




Db 505 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 564

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PEALETEERER b e bbb e b e b e e e b b el

Db 565 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 624

Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PECETOLEEREEE e iy e e R b e e e i ey

Db 625 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 684

Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
TIVLELL YRR R ey et e e et

Db 685 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 720

RESULT 4

AR059249

LOCUS AR059249 1372 bp DNA linear PAT 29-SEP-1999

DEFINITION Sequence 3 from patent US 5837876.

ACCESSION AR059249

VERSION AR059249.1 GI:5984826

KEYWORDS .

SOURCE Unknown .
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ORGANISM Unknown.

REFERENCE 1

Unclassified.
(bases 1 to 1372)

AUTHORS Conkling,M.A., Mendu,N. and Song,W.
TITLE Root cortex specific gene promoter
JOURNAL Patent: US 5837876-A 3 17-NOV-1998;
FEATURES Location/Qualifiers
source 1. .1372
/organism="unknown"
BASE COUNT 532 a 187 ¢ 215 g. 438 t
ORIGIN
Query Match 100.0%; Score 456; DB 6; Length 1372;
Best Local Similarity 100.0%; Pred. No. 1.9e-59;
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps

Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT
FVFEREE R T Y L R L LR L L R il
Db 343 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA
VTR ETE TR R R P TR D R LR iy
bb 403 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC
TELRLLEL LT L L LV VLR
Db 463 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA
PELETETE I R b LR L T
Db 523 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT
TRV TRV LD LR CER L P e e il
Db 583 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA
PEELRLRLRL R E e b b e bbb b e e g
Db 643 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT
PELEIEy FUIEIEIEIgIY
Db 703 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
FEVEEERTRTERLR L L e e e riiernd
Db 763 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 798
RESULT 5

0;
60
402
120
462
180
522
240
582
300
642
360
702
420

762
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AR059248
LOCUS AR059248 1988 bp DNA linear PAT 29-SEP-1999
DEFINITION Sequence 2 from patent US 5837876.
ACCESSION AR059248
VERSION AR059248.1 GI:5984825
KEYWORDS .
SOURCE Unknown.
ORGANISM Unknown.
Unclassified.
REFERENCE 1 (bases 1 to 1988)
AUTHORS Conkling,M.A., Mendu,N. and Song,W.
TITLE Root cortex specific gene promoter
JOURNAL Patent: US 5837876-A 2 17-NOV-1998;
FEATURES Location/Qualifiers
source 1. .1988
. /organism="unknown"
BASE COUNT 714 a 271 ¢ 302 g 701 t
ORIGIN
Query Match 100.0%; Score 456; DB 6; Length 1988;
Best Local Similarity 100.0%; Pred. No. 1.7e-59;
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
PUTELREER T e i ey e bbb e e bkl
Db 959 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
FEEVELREV T e e ey e et ey b e e b v e e bbbl
Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 1078
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
CORETEEN T PR e b by e e e e e il
Db 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
PELREVETE LR R e e el |
Db 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
FORTOITOEER i b b bt b e e L b i bbbttt el
Db 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PPV ER LR L e R R e R i e bbb bl
Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
FVRCRTREY R PR R L R b e e e e et
Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
PEEREETE Rt e et
Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414
RESULT 6
AR059247
LOCUS AR059247 2010 bp DNA linear PAT 29-SEP-1999
DEFINITION Sequence 1 from patent US 5837876.
ACCESSION AR059247
VERSION AR059247.1 GI:5984824
KEYWORDS .
SOURCE Unknown.
ORGANISM Unknown.
Unclassified.
REFERENCE 1 (bases 1 to 2010)
AUTHORS Conkling,M.A., Mendu,N. and Song,W.
TITLE Root cortex specific gene promoter
JOURNAL Patent: US 5837876-A 1 17-NOV-1998;
FEATURES Location/Qualifiers
source 1. .2010

organism="unknown”
g
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BASE COUNT 728 a 276 ¢ 303 g 703 t
ORIGIN .
Query Match 100.0%; Score 456; DB 6; Length 2010;
Best Local Similarity 100.0%; Pred. No. 1.7e-59; .
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60 .
PEOELVTEE RO e e L et el [BRRY Lt
Db 959  GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
(ERRRRRERNRARARANAR INRAN PEVERERELET el
Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 1078
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
LR L e e D e i bbbt
Db 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
PR R T LR R R R e L b er
Db 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
POLRTOE R R R T R PR R R ey il
Db” 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PEVEPLEE TR TR e bbb b e i ey ey eyl .
Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PERLELERI I C R b bbbt
Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
PVCVR PRV EL R i e b vl
Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414
RESULT 7
TOBPSAEB
LOCUS TOBPSAEB 2347 bp DNA linear PLN 14-APR-2000
DEFINITION Tobacco psaEb gene for PSI-E subunit of photosystem I, complete
cds.
ACCESSION D42070
VERSION D42070.1 GI:575606
KEYWORDS psakEb; PSI-E subunit of photosystem I.
SOURCE Nicotiana sylvestris (library: lambda DASH) DNA, clone KuEG3.
ORGANISM Nicotiana sylvestris
Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta;
Spermatophyta; Magnoliophyta; eudicotyledons; core eudicots;
Asteridae; euasterids I; Solanales; Solanaceae; Nicotiana.
REFERENCE 1 (sites) o :
AUTHORS Kubota,T., Yamamoto,Y.Y. and Obokata,J.
TITLE Cloning of a nuclear-encoded photosystem I' gene, psaEb, in
Nicotiana sylvestris
JOURNAL Plant Physiol. 108 (3), 1297-1298 (1995)
MEDLINE 95357419
REFERENCE 2 (bases 1 to 2347)
AUTHORS Obokata,J.
JOURNAL  Unpublished
REFERENCE 3 (bases 1 to 2347)
AUTHORS Obokata,J.
TITLE Direct Submission
JOURNAL Submitted (09-NOV-1994) Junichi Obokata, Hokkaido University,
Graduate School of Environm. Earth Sci.; kita-ku, Sapporo, Hokkaido
060, Japan (E-mail:jo€cul.hines.hokudai.ac.jp, Tel:011-706-5291,
Fax:011-757-5994)
FEATURES Location/Qualifiers
source 1. .2347

/organism="Nicotiana sylvestris"
/db_xref="taxon:4096"

us-09-941-042c-1l.rge

exon
gene

CDS

exon

exon

BASE COUNT
ORIGIN

Query Ma

Best Loc
Matches

Qy

Db

Qy

Db

Qy

Db

Qy

Db

Qy

Db

Qy

Db

Qy

Db
RESULT 8
NTT85A
LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS

SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

Page 4

/clone="KuEG3"
/clone_lib="lambda DASH"
1090. .1397
/number=1
join(1125. .1397,1853. .1918,2018. .2122)
/gene="psaEb”
join(1125. .1397,1853. .1918,2018. .2122)
/gene="psaEb” . :
/codon_start=1
/product="PSI-E subunit of photosystem I"
/protein_id="BAA07667.1"
/db_xref="G1:1217601"
\nﬂm:mwmnwosl-z>mmmz>m>>mow=<>qwzH>amze?vmamthqmwmxzzeeez
FPRLVVRAAEEAAPPAATATAEGEAPPAKAAKPPPIGPKRGTKVSTPVRVLRKESYWY
xo<mm<<><ooowzew&v<<<wmzx<z<>z<mazz<>r0m<mm<z.
1853. .1918
/gene="psakEb"
/number=2
2018. .2274
/number=3
802 a 379 ¢ 406 g 760 t
tch 53.7%; Score 245; DB 8; Length 2347;
al Similarity 83.5%; Pred. No. 5.9e-28;

308; Conservative 0; Mismatches 45; 1Indels 16; Gaps 2;
1 amw>>0>e>Hqow>a>0>qemavneaemoe>neo>a>>enmoq>n>>4>nﬂeﬂnemnnae 60
PEEUV LRI L L et e bbb i i b L e R i b bl
220 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGTCTT 279
61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
FULULULETEI T e e Lo bbbl v vy et e b
280 GCTAATAAAGATACTTGAAATAACTTAGTTTAAGTAGAAGTAGCATAATAGGTTTTAGGA 339
121 >Hewna>aeeeo>nﬂee?>eH>0ae>ean>neene>>0>096466>4>98e00v>00000 180
PULECEEI R TERE b e v Lt b e |
340 ATTAGTATTTTGAGTTTAATTACTTGTTGGCTTGTAATAGTTTTCATAATTCCARGGCTC 399
181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
| PLELELEE v t (N (A A R R
400 AAAGAAAATTTAATACATTATTATTTTTAAACCTTACCTAAATAAATATATTTTCTACAT 459
241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
111 ' FELE 0 VR PR e i v el 1ttt
460 TTAAA--=--=-~===-==--°-~- ATTTATTCGATTTATTTTTATAAAATAAAAAACCTACCCT 504
301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGG-TTCTTCAGAAGAAACCTAA 359
|4 NI R s A e A A ey
505 AATTATCGGTGCGGTTATATATTTATATAAAAACATATGGTTTCTTAAAAAGAAACCTAA 564

360 AAATCGGTT 368
[RERARERE
565 AAATCGGTT 573
NTT85A 6053 bp DNA linear PLN 27-FEB-1998
N.tobacum T85 gene for auxin-binding protein.
X70902
X70902.1 GI:20033
auxin binding protein; TB85 gene.
Nicotiana tabacum.
Nicotiana tabacum ’
Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta:
Spermatophyta; Magnoliophyta; eudicotyledons; core eudicots;
Asteridae; euasterids I; Solanales; Solanaceae; Nicotiana.
1 (bases 1 to 6053) :
Shimomura,S.
Direct Submission
Submitted (19-JAN-1993) S. Shimomura, National Institute of

Agrobiological, Resources, Kannondai 2-1-2, Tsukuba, Ibaraki 305,
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. JAPAN Db 1047 AAACATATTTATTTGCTACTCATAATCGCTACAATACCTTGTGTCTTAGCTTGCTAGTTA 1106
REFERENCE 2 (bases 1 to 6053)
AUTHORS Watanabe,S. and Shimomura,S. Qy 72 TACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTT 131
TITLE Cloning and expression of two genes encoding auxin- Uwsawnm proteins I IR AR O e O A A O R S R A B e N R A AR
from tobacco Db 1107 TGTTGGAAATAATTTAGTTTCAGTAGGAGTAACACAGTAGGTTTGA-GAATTAGGATTTT 1165
JOURNAL  Plant Mol. Biol. 36 (1), 63-74 (1998) ' '
MEDLINE. 98145457 Qy 132 GAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTT 191
PUBMED 9484463 CEULTELLELE 0 PR e vt bt e i b bt
FEATURES Location/Qualifiers Db 1166 GAGTTTAATTA-TTGTTGACTTGTAACTGTTTTCATAATCCCAACACCAAGGAAAAATTT 1224
source 1. .6053
/organism="Nicotiana tabacum"” Qy 192 AATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTA- - -AAATTTAATCG 248
/cultivar="NK326" FOE CDREENTr bererr b e 1t | 1 PRI 11
/db_xref="taxon:4097" - bb . 1225 AATACTTTATTATTTTTAAAATTAATATATAAATATATTTTTGATATGTAAATTTACTCG 1284
/clone="lambda T85"
/clone_lib="EMBL-3 genomic library" Qy 249 GTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCG 308
gene 2110. .5448 A e e TRt Lo T
. /gene="T85" Db 1285 GTACGGTTCAATATTTTTTCGGTTTATTTTCATAAAATAAAAGGCCTACTGTAATTATCG 1344
mMRNA join(<2110. .2268,2641. .2747,3213. .3416,4132. .4199,
4947. .>5448) Qy 309 GTACAGTTATAGATTTATATAAAAATCTACGGTTCT - TCAGAAGAAACCTAAARATCGGT 367
/gene="T85" [AEEN VELELELRLED LrEr bl ol EEe e
exon <2110. .2268 Db 1345 GTACGGTTATAGATTTATATTAAAACTTATAATTTTATTTAAAAAAATCTAAAAATCGAT 1404
/gene="T85"
/number=~1 Qy 368 TCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTT 427
/evidence=experimental KR 1| IR A RN A R R e A A e N N
CDS join(2193. .2268,2641. .2747,3213. .3416,4132. .4199, Db 1405 TCAGCACGGTACGAT- - -AAGGTTTGATCGGTTTTTAAATATCAATCGAAATCCCTACTC 1461
' 4947. .5055)
/gene="T85" Qy 428 GTT 430
/codon_start=1 1
/product="auxin-binding protein” . Db 1462 ATT 1464
/protein_id="CAA50259.1" .
/db_xref="GI:20034"
/db_xref="SWISS-PROT:P33490" RESULT 9 ’
/translation="MARHVLVVVAVLLFATAEASQCSINGLPLVRNISELPQENYGRS AR059252
GLSHTTIAGSVLHGMKEIEVWLQTFAPGSRTPIHRHSCEEIFVVLKGQGILYLTPSSH LOCUS AR059252 722 bp DNA linear PAT 29-SEP-1999

SKYPGNPQEFHIFPNSTFHIPVNDVHQVWNTGEHEDLQVLVVISRPPVKVFMYDDWSM
PHTAAKLKFPYYWDEECYQTTSWKDEL"
intron 2269. .2640
/gene="T85"
/number=1
exon 2641. .2747
/gene="T85"
/number=2
/evidence=experimental
intron 2748. .3212 .
/gene="T85"
/number=2
exon 3213. .3416
/gene="TB5"
/number=3
/evidence=experimental
intron 3417. .4131
: /gene="T85"
. /number=3
exon 4132, .4199
/gene="TBS"
/number=4
/evidence=experimental
intron 4200. .4946
/gene="T85"
/number=4
exon 4 4947. .>5448
/gene="T85"
/numbexr=5
/evidence=experimental
BASE COUNT 1951 a 1027 ¢ 1034 g 2041 t
ORIGIN

Query Match o 40.4%; Score 184.2; DB 8; Length 6053;
Best Local Similarity 74.2%; Pred. No. 5.5e-19;
Matches 314; Conservative 0; Mismatches 98; 1Indels 11; Gaps 6;

Qy 14 ATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGC- -TAATAAAGA 71
RN e NN A AR AR AR AR R AR R R R AR O AR AR N

DEFINITION Sequence 6 from patent US 5837876.
ACCESSION AR059252

VERSION AR059252.1 GI:5984829
_KEYWORDS .
SOURCE Unknown.

ORGANISM Unknown.
Unclassified.
REFERENCE 1 (bases 1 to 722)
AUTHORS Conkling,M.A., Mendu,N. and Song,W.

TITLE Root cortex specific gene promoter
JOURNAL Patent: US 5837876-A 6 17-NOV-1998;
FEATURES ronmnwo=\o=mwwmwmﬂm
source 1. .722
/organism="unknown"
BASE COUNT 277 a 108 ¢ 129 ¢ 208 t
ORIGIN
Query Match 32.5%; Score 148; DB 6; Length 722;
Best Local Similarity 100.0%; Pred. No. 2.6e-13;
Matches 148; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy 309 GTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTT 368
AR RRARERARNRNANARARY:
Db 1 nebnboea>e>oweae>a>a>>>b>ana>oooaenean>owvo>>>ooev>>>>aonnae 60
Qy 369 CGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTG 428 )
ARERRRANERNRNNAN 1111 [RERN (RN RN AR ANARN NN
Db 61 onoaooom>nooeano>enomeae>meno>eaeao>>>e>aen>eeo>o>naooa>oean 120
Qy 429 TTGTTATAGGTAAAAAGCAGTTACAGAG 456
AERRRRERRR RN AN RN RNANN]Y
Db 121 TTGTTATAGGTAAAAAGCAGTTACAGAG 148
RESULT 10
NSCHRIB .
LOCUS NSCHRIB 5040 bp DNA linear PLN 29-NOV-1993

DEFINITION N.sylvestris DNA for 31kD chloroplast ribonucleoprotein.
ACCESSION  X57079 S38099 S38103 S38111 8538122
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VERSION

KEYWORDS

SOURCE
ORGANISM

X57079.1

' GI:19740

ribonucleoprotein; single-stranded nucleic acid-binding protein.
Nicotiana sylvestris.
Nicotiana sylvestris

Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta;
Spermatophyta; Magnoliophyta; eudicotyledons; core eudicots;

REFERENCE 1
AUTHORS
TITLE
JOURNAL

Asteridae; euasterids I; Solanales; Solanaceae; Nicotiana.
(bases 1 to 5040) :

Sugiura,M.

Direct Submission

Submitted (27-DEC-1990) M. Sugiura, CENTER FOR GENE RESEARCH,,

NAGOYA UNIVERSITY, NAGOYA 464-01, JAPAN

REFERENCE 2
AUTHORS
TITLE

Li,Y.Q.,

(bases 1 to 5040)

Ye,L.Z2., Sugita,M. and Sugiura,M.

Tobacco nuclear gene for the 31 kd chloroplast ribonucleoprotein:

genomic organization, sequence analysis and expression

JOURNAL
MEDLINE
PUBMED
COMMENT
FEATURES
source

91279453
2057356

repeat_region

CAAT_signal
TATA_signal
prim_transcript
mRNA

exon

CDs

intron
exon
intron
exon
intron
exon
BASE COUNT

ORIGIN

Query Match

Best Local Similarity

Matches 220;

1613 a

Conservative 0:

Nuclelc Acids Res. 19 (11), 2987-2991 (1991)

See X53942 for cDNA sequence.

Location/Qualifiers
1. .5040
/organism="Nicotiana sylvestris”
/db_xref="taxon:4096"
617. .660
/note="TA repeat"
1886. .1894
1917. .1923
1931. .>5040
join(1931. .2596,2830.
/evidence=experimental
1931. .2596
/number=1
/evidence=experimental
join(2099. .2596,2830.
/codon_start=1 .
/product="31kD chloroplast ribonucleoprotein®
/protein_1id="CAR40364.1"
/db_xref="GI:19741"
/db_xref="SWISS-PROT:P19683"
/translation="MSCATKPIIKPSSMATNSCLISLPPLFATTTKSKSFAYPYLSNT
LKPIKLLHLSCTYSPCILSPKKKTSVSALQEEENTLILDGQGQESGDLFNFEPSGEET
EEEGFVEAVGDAGESDEVEADEEEEEFQEPPEDAKLFVGNLPYDVDSEGLARLFEQAG
VVEIAEVIYNRDTDQSRGFGFVTMSTVEEAEKAVEMYNRYDVNGRLLTVNKAARRGER
PERPPRTFEQSYRIYVGNIPWGIDDARLEQLFSEHGKVVSARVVYDRETGRSRGFGFV
TMASEAEMSDAIANLDGQSLDGRT IRVNVAEDRSRRNTF"
2597. .2829
/number=1
/evidence~experimental
2830. .2931
/number=2
/evidence=experimental
2932. .3445
/oumber=2
/evidence=experimental
3446. .3727
/number=3
/evidence=experimental
3728. .4577
/number=3
/evidence=experimental
4578. .>4680
/number=4
/evidence=experimental

777 ¢ 897 g 1753 t

.2931,3446. .3727,4578. .>4680)

.2931,3446. .3727,4578. .4643)

20.7%;
62.5%;

Score 94.4; DB 8;
Pred. No. 1.5e-05;
Mismatches 116;

Length 5040;

Indels 16; Gaps 4;

Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60

N A e O A

us-09-941-042c-1l.rge

Page 6

Db 1222 GTAAAGATATTTAATACCTTATGGTTTGATACTCAAGATCGCCAAATTAC-CTGTGGCTG 1280

Qy

61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120

[N VLt b e el PR e

Db 1281 TTCAAGATGCTAGCTAAAACTAATTTAGTTTCAATAGGAGTAGCATGATAGATTTGAGAG 1340

Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180

Db 1341 TTAGAAACTTTCTCATTTTATACTTGTTAGATGGTAAACGTTTCATTATCATTAGGGCCA 1400

Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240

I P VPR e vl (AN A L

Db 1401 AGAAAAAA---AATATTTTATTATTTTAAACATAATATATAAAATATATTTTCTATATAA 1457

Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300

Db 1458 ATTATTTGATA--------=--< TTTTTTGATTTATTTTTGTAAAATAAAAATC -TGTCGT 1505

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGA 352

Db 1506 AATTATTGGTACTATTATAAATTTATTAAAAAAACCTCGATTGTGGATATGA 1557

RESULT 11
AL593856/c
LOCUS
DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

COMMENT

FEATURES
source

AL593856 157373 bp DNA linear PRI 03-0CT-2001
Human DNA sequence from clone RP11-8J9 on chromosome 1, complete
sequence.
AL593856
AL593856.8 GI:15858988
HTG.
human.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (bases 1 to 157373)
Chapman,J.
Direct Submission
Submitted (03-OCT-2001) Sanger Centre, Hinxton, Cambridgeshire,
CB10 1SA, UK. E-mail enquiries: humquery@sanger.ac.uk Clone
requests: clonerequest@sanger.ac.uk
On Oct 2, 2001 this sequence version replaced gi:15591654.
puring sequence assembly data is compared from overlapping clones.
where differences are found these are annotated as variations
together with a note of the overlapping clone name. Note that the
variation annotation may not be found in the sequence submission
corresponding to the overlapping clone, as we submit sequences with
only a small overlap as described above.
This sequence was finished as follows unless otherwise noted: all
regions were either double-stranded or sequenced with an alternate
chemistry or covered by high quality data (i.e., phred quality >=
30); an attempt was made to resolve all sequencing problems, such
as compressions and repeats; all regions were covered by at least
one plasmid subclone or more than one M13 subclone; and the
assembly was confirmed by restriction digest. The following
abbreviations are used to associate primary accession numbers given
in the feature table with their source databases: Em:, EMBL; Sw:,
SWISSPROT; Tr:, TREMBL; Wp:, WORMPEP; Information on the WORMPEP
database can be found at
http://www.sanger.ac.uk/Projects/C_elegans/wormpep This sequence
was generated from part of bacterial clone contigs of human
chromosome 1, constructed by the Sanger Centre Chromosome 1 Mapping
Group. Further information can be found at
http://www.sanger.ac.uk/HGP/Chrl
RP11-8J9 is from the library RPCI-11.1 constructed by the group of
Pieter de Jong. For further details see
http://www.chori.org/bacpac/home.htm
VECTOR: pBACe3.6
This sequence is the entire insert of clone RP11-8J9 The true left
end of clone RP4-732G19 is at 98457 in this sequence. The true
right end of clone RP11-49P4 is at 37956 in this sequence.
Location/Qualifiers
1. .157373
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misc_feature

misc_feature

us-09-941-042c-1l.rge
/organism="Homo sapiens" AUTHORS
/db_xref="taxon:9606"
/chromosome="1" JOURNAL
/clone="RP11-8J9" REFERENCE
/clone_lib="RPCI-11.1" AUTHORS
21893. .22113 TITLE
/note="Sequence from overlapping clone RP11-49P4 JOURNAL

(AL136373). Assembly confirmed by restriction digest.”
132321. ,132460

/note="Sequence from overlapping clone RP4-732G19
(AL356793). Assembly confirmed by restriction digest."” -

BASE COUNT 45193 a 32904 c 32733 g 46543 t
ORIGIN
Query Match 15.1%; Score 69; DB 9; Length 157373;
Best Local Similarity 54.3%; Pred. No. 0.037;
Matches 183; Conservative 0; Mismatches 150; 1Indels 4; Gaps 2;
Qy 5 ACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCTA 64
Frveer i bl il I I MHrr 111 | |
Db 130171 ATATATTTTATATATATAAATTATATATATAAATTTTATATATTTTTATATATATAAATT 130112
.ow 65 ATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATA-ATAGATTTTAGGAATT 123
PEE T TEE TEE 00 1 ey PO T el 11
Db 130111 ATATATATAAATTTTATATATTTTTATATATATAAATTATATATATAAATTTTATATATT 130052
Qy 124 AGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATG 183
e A P I ]
Db 130051 TTTATATATATAAATTATATATATAAATTTTATATATTTTTATATATATAAATTATATAT 129992
Qy 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATA---TGTAAAA 240
BRERRRNNE I I N A R e [N
Db 129991 >e>b>eaae»e>e>aeeqa>e>a>e>e»>>ee>e>e>ewe>>>eeeﬁ>e>e>eeaee>a> 129932
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
I 11 A N N e A
Db 129931 TATATAAATTATATATATAAATTTTATATATTTTTATATATAATATATATTAATATATAT 129872
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTA 337
: Vol TP e e e v
Db 129871 ATATATAAATATATATATATATATATATATATATATA 129835
RESULT 12
PFMAL3P3/¢c :
LOCUS PFMAL3P3 116696 bp DNA linear INV 27-APR-2000
DEFINITION Plasmodium falciparum MAL3P3, complete sequence.
ACCESSION 298547 AL008977 AL010164 AL139179 298548 298549 298550
VERSION 298547.2 GI:15383894
KEYWORDS HTG; 60S Acidic ribosomal protein P2; asparagine synthetase;
calcium-dependent protein kinase; DNA polymerase delta; dual
specificity protein phosphatase; guanine nucleotide-binding
protein; PDZ domain; rat BRAIN-like protein; serine/threonine
protein kinases; T-complex protein eta; TO0BAll.2-like protein; WD
domain; Y4B8ElC.2-like protein.
SOURCE Plasmodium falciparum 3D7.
ORGANISM Plasmodium falciparum 3D7
Eukaryota; Alveolata; Apicomplexa; Haemosporida; Plasmodium.
REFERENCE 1 (bases 1 to 116696)
AUTHORS Bowman,S., Lawson,D., Basham,D., Brown,D., Chillingworth,T.,
Churcher,C.M., Craig,A., Davies,R.M., Devlin, K., Feltwell,T.,
Gentles,S., Gwilliam,R., Hamlin,N., Harris,D., Holroyd,S.,
Hornsby,T., Horrocks,P., Jagels,K., Jassal,B., Kyes,S., McLean,J.,
Moule,S., Mungall,K., Murphy,L., Oliver,K., Quail,M.A.,
Rajandream,M.-A., Rutter,S., Skelton,J., Squares,R., Squares,S.,
Sulston,J.E., Whitehead,S., Woodward,J.R., Newbold,C. and
Barrell,B.G. :
TITLE The complete nucleotide sequence of chromosome 3 of Plasmodium
falciparum
JOURNAL  Nature 400 (6744), 532-538 (1999)
MEDLINE 99376085 .
PUBMED 10448855
REFERENCE 2 (bases 1 to 116696)

" COMMENT

FEATURES
source

misc_feature 1.

exon

exon
exon
gene

Cps

misc_feature

gene

CDS.
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Mungall,K., Bowman,S., Churcher,C., Lawson,D., Quail, M.,
Rajandream,M.-A. and Barrell,B.
Unpublished
3 (bases 1 to 116696)
Lawson,D., Bowman,S. and Barrell,B.
Direct Submission
Submitted (14-AUG-1997) P.falciparum Genome Sequencing Consortium,
The Sanger Centre, Wellcome Trust Genome Campus, Hinxton, Cambridge
CB10 1SA, UK
On or before Aug 31, 2001 this sequence version replaced
gi:2894463, g1:2894495, gi:2894369, gi:2982521, gi:2665376,
gi:3649752. .
For more information about this sequence or the Malaria Project,
see http://www.sanger.ac.uk/Projects/R_falciparum. The following
numbers may have changed slightly:
The true left end of clone MY434-3D7 is at 1 in this sequence. The
true right end of clone MY549-3D7 is at 79511 in this sequence. The
true right end of clone MY434-3D7 is at 114736 in this sequence.

Location/Qualifiers

1. .116696.

/organism="Plasmodium falciparum 3D7"

/strain="3D7"

/db_xref="taxon:36329"

/chromosome="3"

/clone=~"MAL3P3"
.5500 ' :
/note="region duplicated in MAL3P2 to include the whole of
PFC0235c in one entry, the whole CDS is in MAL3P2 and only
the exons are shown in this entry to avoid duplicating the
protein id"
complement (1.
/partial
/note="part exon 3 of PFC0235c"
complement (4520. .4587)
/note="exon 2 of PFC0235c¢c"
complement (4804. .4830)
/note="exon 1 of PFC0235c”
6740. .8839 .
/gene="PFC0330w, MAL3P3.2"
6740. .8839
/gene="PFC0330w, MAL3P3.2" :
/note="PFC0330w (MAL3P3.2), putative PDZ domain protein,
len: 700 aa, Match to PF00595 PDZ, PDZ domain (Also known
as DHR or GLGF). Score 20.36, predicted using hexExon"
/codon_start=1
/product="putative PDZ domain protein®
/protein_id="CAB11102.1"
/db_xref="GI:3649753"
/db_xref="SPTREMBL:077318"
/translation="MYLLMSKFLVWIIIFGNFFVVHFFLCFKIPNNKITNVLTYDNSK
KQRINSKHNTFLYKNDTLNKLLNRKKNKHTLFYRSKKEKDIQESGYLYPFDHLEKKKT
KFPPDPYIPSEDEKESSIDIFHDKINDDDLMIYEDDDDAKKYFGKTTFNKPNIIQKDE
NSEDDQDDDLNDQNDDP INNPTNNLTDNPTNNSTDNPTNNSIDNPTNNSIDNPTNNSI
DNPTNNSIDNPTNNSIDNPTNNSIDNPTNNSTDNPINSPNYQQVTQSNIILEEENNTN
KTDIEKDIININFYSSEEKKIACEMIKDQIYYLLHSSMDKTFIETFNINIESHIVPSE
KRICVSYNMKSHTFKRSISNLSDLIEFSNKLKYVLDERIHKLYYEDKNNENAYLNKTL
RKELEIGKKERDVTNLSKKNLQMSIESSLKLIEKCMQNMYKQNYEITLHDLKLAYNML
PCKYYGFFLSNLCSTISTLSYYVNDLQGTFNFALKSIKYEPKYNVAWKCLGDAYRSFR
KFWQAKNFYDIAIYLGYKDEKGERFEDIVQELNNLTENALKNVDLLKEHMNNSTNIII
KKNIGIVLNKNPDSIGGCYVSYIIEGSKASKKNLHHGDQIVALNNHVTYGKPIDFCLK
AFQKNDGTYDIIFFKGNIIELYGLKAYKYLMKNDLFYALFENEQIVSFKRNETILFDM
KGFGTFSEYGMSKAEFV"
B8447. .B623
/gene="PFC0330w, MAL3P3.2" .
/note="Match to PF00595 PDZ, PDZ domain (Also known as DHR
or GLGF). Score 20.36"

.4302)

complement(join(9589. .16129,16327. .20041,20295. .21213))
/g9ene~="PFC0335c, MAL3P3.3"

complement(join(9589. .16129,16327. .20041,20295. .21213))
/gene="PFC0335c, MAL3P3.3"

/note="PFC0335c, (MAL3P3.3), hypothetical protein, len:

3724 aa, predicted using hexExon"
/codon_start=1
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gene

CDSs

/product="hypothetical protein, PFC0335c"
/protein_id="CAB11104.1"

/db_xref="GI:3649755" :

/db_xref="SPTREMBL:077320"
/translation="MKEKEVDNLFPGDKDVINLKQYFEGGDIKFENAELKKEREEIRK
NKVFIECVQONIWMNILNKKMDDKFSKVEYFKIMLRICKVLIPQFDIKEIIKIVNDEWI
NDSEGKKYLNFSSFFNAFFELSDIWTPTINAYDYAHFLKSLFYRITYIEIKTKDGRII
KKKPMIMINFKRTAENKKLSLYNDTNIIEKHVIKEKNKNTLKNLQSFKRSSMQIQNLK
KKHFIKRFSENYKLENSFLYDMDDDGDNSLIPKNLFENLLNNKQHNDYLQRNIILMDV
NDINPLEHPDEQNQSLNKNKCLTGTNKKEKYMIPKGTEYQDKEKESSILTINQNDKKY
KKKKKKYSELQDSNISSNNTLTSKRYTYTCGMDKETKETDEQNKRRNTEVASICNVCN
VETNEKQRKKTNKKKSVQKDDLVEENALLDNLIIIDGINFDDVTKECKIIDDNNNENI
DNNIYVENNKLKDQKSYDLFSSEGKNLILGVNEGEEFNEEVFENIEKELQERKDEKNK
NDKTIYNNNEEQTDDLNRNINKIESINNNNDNNNNINNKKEFNKIRTEHILNKESISK
HIKGSPSRDKEIKKLYTTNKNEDSTFELKKELEIITNNKVNVYEEDIIGSNEDDEYIH
VLKENLKEDANEYNNDKENKNNKTKEILKSKNY LENEKRTLEELKLRGKNNIFKKDEK
YNSLGEVIINEIQINEENKINDIQDGNISKQKIIQSSSRTNDTFNIKDISLNDDLEKE
KRKKKSQHFIDNLVKADKNEISENINKICDNNINNIYDESINNIYDESINNIYDESIN
NIYDESINNIYDENINNIYDENINNIYDENINNIYDEGINKICDDNILENKNIKTTND
IVQVEENNESIEKNELMISLNKDINNTYNMFKENVDIFINKIKRESLLKIDKNIKDNN
NDDEY IMDNFYENDFIINHKMEITNKELDPLEINTQNEF IENLDIKKKKYTNDHFFND
ADKMFYEMNK ILNKDMKKNKEQEFFKTDETFGSLOSHKIKKYNKGEEKHDKNNEEEKN
ILYDENQVYSVLYSDHKIEQDIQDIHSIQTNICDENNIEQINEENSKKGVRISGTDME
NKNDMENKNDMEKKNDMEKKNDIEKKNDMEKKNDMEKKNDMEKKNDMEKKNDMENENN
MENKSDIENENKMNEYKNNMKNENKMIENNT IENNMIENNMIENNMIENNMIENNMIE
NNMIENNMIENNMIENNTKIAYNMNENKNNIKIEDDAKNQINVONNIQNKVHVKDKKN
DLINNVDIINDVLKSDDKFENMINSKEINIKDFKCVDKNNDICLNLNELNKQSYNSNT
TEKCIDIHDFDYVENKDVHDKIHEDRKEYCDESKLKYLPADDIKKMRSFIKINKKSKR
ENFLIISYMNEEIYFLIKKLKVEIIEPSIILNKNMHIEKQFLSPLGKYINDNLKEGKC
ISSKIIIDLMLEYMNTIISKNNGYVLYFNNYNILQHLDYFLHKLKGLSTIKYINYVHF
LNINFLKNVNDQKDVNIYDYLLDDQKIIVSNPFKGMFPKFCLILKKHNIVSIHSGKHF
NPQKIYRRLLSKFNDKQIDSSNNVKEEVEEKHSELFAWDKNEEKYKNVKENQEENDHK
SVCSDEYYLSISSEGKYNYDGEDEQDEQDEQDEQDEQDEQEEEDEQEEEDEQEEEDEQ
EEEDDEDDEDDEEEDDEDDDNDNDDDDEDDNDNDDDDDDEYDDHY DKPSDDATQNIST
NINKSIIEEINNYENTNKNDKNKHTDESYYNLMNKEINFIYKCTSPDKYYKNYYNNLK
KYCDDMEHEKDLSMLIKHLSVLLKDEKENIKNNEGGEESIDNILIDKNMKSDQEYNEN
EKDHLNNIEYIENLSEHLRHKYDIEMIPIDIVGNIRLYKLFYINMIKNNYSYYLKNNF
FPYKYKGKRGKAKKGMLMINIKRKHEYDNLMKKKNGNEKTGNNNKKKNNKEDKNDYIN
NNNNNNNNNNNDNNINVGYKRMQNNINPNNLYEIKNNNFNLYHRYWSLFYKYCPVSYI
NDNKIIEGKKKFCVIYKNKIYMLNNHDYMIEFLKHPKFYASKKVKESVCFSLVIYFPN
MDIQKKIIYLLETYEKLIHIDIGKYFKQYFFLSHQDKEQHKNNMKSNNNDDDVDNKIE
DAHIFETHRIIEGKTISPLFIVRYICIHMKKIHQFNIYIIKEIIKSIIKLKHNFNLLI
MKKKNILINQCEIKKKMKRKKKMKKKKKKKIPEKKKLVNNEKKNLLFLFSSIMKIKFL
YNLITIKQKNIKNVSFKNVLDKLSHITNIKDMAKDINLLLVLIEDMFFREKRKYLNKV
ERRDNILLSVKKSGSTCHTDYNNNEDNEDNENNEDNENNENKENNEDNKMRDDSYYVG
ERESRQRYIITGLPLHSKIFFYLKCMNISIDHVISFDIIKKEMNKDEENEDKGDGDDF
YGDDFYGDEKESGKRNTNFKNLSQYYYNDKMNEEDTYELYKKYVSYNTYNDNIYHMNI
LNDYKKKKYDIKIIPFDEDEKKSIYFYLNEIRKIINPYVHSYYNYNDILKNRICCKQL
NNSYINVYCPYVLKKHNWLYKSIDNIKLVYDEKVYYLSNLYHAFIFSKNIKYYQHNFN
IPPLRLLFLYDVPYKFNKDIKKNMVRKFFFKY INLEKECIIYIKYVFIYLLKYIFLFK
IYKYDYKKKTNIDIKNFSINSIPIKNLLEKKYIYYLYREDIIYLENNINQINVYEQNN
HFNEFHIYDLLFQIIKPFNVFLNIIKILTIRYILHEHLQNCIITYNTFQHSIFNITDV
NSLKYVIQKYRQKKYNKDHSSKQKEDIFKGSNQNELLTNEKDTGEKKQNLIHQDDHLK
NRKNKNHVDEY INNYNINEKDKQDPNKNTSNQNDTYLVTNQITINSFGYDDDNNSDSI
YSNEYNESSDFTENCFAYNKDNINLAHLQKMFCKKYEKNILNSKYKFLENNLLNNIQK
VLKYAFRVPEYVIYLGCTSPKKLLDRMKKVKNVEQIKNSEHTNHVTNSKGDGRKNPND
ASQEYRNKENQIKIPNIDKKNVDNNDKVEKDNLLDDIKKCSLKNKKIIEYLKKYSNIW
YIDIEKYHSKSIKMLIEKRLNDILRYRQONLYHQLNMKRIDKICAQFLRDNNYIKFSNF
YFYCPVDIDNIVDIDTEFLILYNRYLFYFRTLEQINEFVKNPTFYLKQLKPNPSFVLP
FIFVYSCIEIENLHNELHKSTKCVVINREHLLSFGNKIKKYEKY IQTNNIDDNILMEI
LHVRLNQYDILSHGCILYNIPYNKNQLYFLLHNAKKKKYVPHLIFIIKNEDNKKTNYE
TINNYNDKCITNDMNVKQNVNHNNINSPNDKDNIHMINDEYKKKKY INTSFTLLSKKK
NKEDSYCNLLQFISIIEQEFQEKKYKNIIYIEYSNLWKMKCKITDDIEEKIKSYQKYN
RYKYNNKPAYFKGYNIYEKANYEQEIQFNNYCLVTYKKKQILLKCNIYDNYTICHNNS
FYLVNSYDDVISFEKNPTEY INVDDSSFKKLEQINNFDTYNNNNNNNIPIENEGFCLV
SLNDEGQFIKGDKSCCIKYDNKYYIFONKEKMQTFINNYNDYLNNQNIFDIILNQLKN
KNDLNTLIYLKTYLYEILCHALYELGKHRPIYPGLTIQLSAIKFLALFFYKENKLFSI
PLRKTYEQNYQTFLTDCDIPIHIQKLKQKFKNNSTNKNQT INTPVNNWTKRDIEKYHK
YINLYDKILYSQTITNKTKQKKIKYT"

23110. .24606

/gene="PFC0340w, MAL3P3.4"

23110. .24606

/gene="PFC0340w, MAL3P3.4"

us-09-941-042c-1.xrge

Page 8

/note="PFC0340w, (MAL3P3.4), putative DNA polymerase delta
small subunit, len: 499 aa; Similarity to DNA polymerase
delta, small subunits. A.thaliana DNA polymerase delta,
small subunit (TR:048520) BLAST Score: 345, sum P(3) =
1.3e-58; 35% in 208 aa overlap, predicted using hexExon"
/codon_start=1

/product="putative DNA polymerase delta small subunit®
/protein_id="CAB11105.1"

/db_xref="GI:3649756"

/db_xref="SPTREMBL:077321"
\HﬂwsmwwﬁHO:l.ZUmx<ezom<meHw:Hzmz=mzmommozwwuxwx:mm&<zrmm
RFIITCPTYTQQFSHIYSLRIKIMKTLLMRTIEDIVKKEEGNEKKKKNINNDNINNND
NINNDNINNNDNINNDNINNDNINNNDNINNYNNYHILQYLKEIKVNEKCYCIGTIFK
KMELRPSILNEYLSEISILNNTINYTHDEDILFLEDETARLKLEGNINSDFYITGLTV
IVKGIGMSNGSLYVEEIIYSYIPKLDIPNCISNDDKFILFVSGLYINELNKSINNISL
LRNFILRLHGDTYLSENLIRLIILGNSLSNIDNDEKDMNTIDVFLSSLCSSIHIDLMP
GDKDPSDSNLPQQPFPNIFFKKARNFNSFQCVTNPYLFSIDNINICCMSGEPVHNITS
YSKNNKMNALKLIAQSRILSPTSPDTLGCYPFTKNDPFCLNDDNTYPHIFINGNCSKL
m<0&zoomzxorvrr<nvvzmmHmvxwmrHzrxzrmxxHbeonUmcx.

gene 25880. .31015
/gene="PFC0345w, MAL3P3.5"

CDS 25880. .31015
/gene="PFC0345w, MAL3P3.5"
/note="PFC0345w, (MAL3P3.5), Hypothetical protein, len:
1712 aa"
/codon_start=1

Query Match : 15.1%; Score 68.8; DB 3; Length 116696;

Best Local Similarity 51.4%; Pred. No. 0.043;

Matches 183; Conservative 0; Mismatches 172; Indels 1; Gaps 1;
Qy 7 ATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCTAAT 66
(RN [ [IRAE [ R A
Db . 72203 ATATTTCTTTCTTAATAAATACAATATTGTAATATTTAAAAATATTGTTTTATTACATAT 72144
Qy 67 AAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGT 126
[ e e e | [EERRNEERER [ A (LI
Db 72143 AAATATATATTTATTTGATATGAAAAAGTATATATATATTAAAATATTGTTATAATTAAA 72084
Qy 127 ATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAA 186
e 00 Her il [ e 1 H 1
Db 72083 ATTTAAATATATATTAAATAATTTAATTTTATATACATTATATATATAATATAAAAAAAA 72024
Qy 187 AATTTAATGCTTTATTAGTTTTAAACTTA-CTATATAAATTTTTCATATGTAAAATTTAA 245
1l PILLE b by il VL e e e
Db 72023 AAATTTTAATATTATTATTATTATATATATAAATATATATTTATTATATATATATATATT 71964
Qy 246 TCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTA 305
b PEerd el LELE (0 | Il [
Db 71963 ATACTTTAATAATATATTATTAAATAATATTATTTAAATATGTTTATAATATTTTATATA 71904
Qy 306 TCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAA 361
| (AL Ll e oir | [RRENARNAN
Db 71903 TTTATTTAATTATATTGTTATCATTCAATGGACTATATATTTTTTAAAAACTAARA 71848
RESULT 13
AC087568
LOCUS AC0B7568 150199 bp DNA linear PRI 02-NOV-2001
DEFINITION Pan troglodytes clone RP43-135M11, complete sequence.
ACCESSION AC087568
VERSION AC087568.2 GI:16596569
KEYWORDS HTG.
SOURCE Pan troglodytes.
ORGANISM Pan troglodytes
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Pan.
REFERENCE 1 (bases 1 to 150199).
AUTHORS akhter,N., Ayele,K., Beckstrom-Sternberg,S.M., Benjamin,B.,

Blakesley,R.W., Bouffard,G.G., Breen,K., Brinkley,C., Brooks,S.,
pietrich,N.L., ‘Granite,S., Guan,X., Gupta,J., Haghighi,P.,
Ho,S.-L., Idol,J.R., Karlins,E., Laric,P., Lee-Lin,S.-Q.,
Legaspi,R., Maduro,Q.L., Maduro,V.B., Masiello,C., Mastrian,S.D.,
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McCloskey,J.C., McDowell,J., Pearson,R., Prasad,A., Shevchenko,Y.,
Stantripop,S., Thomas,J.W., Thomas,P.J., Touchman,J.W.,
Tsurgeon,C., Vogt,J.L., Walker,M.A., Wetherby,K.D., Wiggins,L.,
zhang,L.-H. and Green,E.D.
TITLE NISC Comparative Sequencing Initiative
JOURNAL Unpublished
REFERENCE 2 (bases 1 to 150199)
AUTHORS Green,E.D.
TITLE Direct Submission
JOURNAL  Submitted (10-JAN-2001) NIH Intramural Sequencing Center, 8717
. Grovemont Circle, Gaithersburg, MD 20877, USA
REFERENCE 3 (bases 1 to 150199)
AUTHORS Green,E.D.
TITLE Direct Submission
JOURNAL  Submitted (02-NOV-2001) NIH Intramiral Sequencing Center, 8717
Grovemont Circle, Gaithersburg, MD 20877, USA
COMMENT On Nov 2, 2001 this sequence version replaced gi:12061434.
.............. Genome Center
Center: NIH Intramural Sequencing Center
Center code: NISC :
Web site: http://www.nisc.nih.gov
Contact: nisc_mouse@nhgri.nih.gov
.............. Project Information
Center project name: aof
Center clone name: 135M11

This sequence was finished as follows unless otherwise noted:
all regions were double-stranded, sequenced with an

alternate chemistry, or covered by high quality data

(i.e., phred quality >= 30); an attempt was made to resolve
all sequencing problems, such as compressions and repeats;
all regions were covered by at least one plasmid subclone

or more than one M13 subclone; and the assembly was confirmed
by restriction digest.

CLONE LENGTH: This sequence represents the entire insert of
this clone unless otherwise noted. If there are overlapping
clones, the overlaps are noted in the beginning and end of
the Features section.
FEATURES Location/Qualifiers
source 1. .150199 ’ .
/organism="Pan troglodytes"
/db_xref="taxon:9598"
/clone="RP43-135M11"
/clone_lib="RP43"
BASE COUNT 36501 a 36322 ¢ 37037 g 40339 t
ORIGIN

Query Match 14.6%; Score 66.8; DB 9; Length 150199;
Best Local Similarity 48.7%; Pred. No. 0.08; .
Matches 182; Conservative 0; Mismatches 192; 1Indels 0; Gaps 0;

Qy 73 ACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTITG 132
Db 38689 ACTATATAGTTTTATATITATANTATATAAATATATTACKTTTIATAAARATATATIITT 38748
Qy . 133 AGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTA 192
Db wGQ>m.%e>%*9%%?%>>00>%>6>>>H>e%8ea%%>%we%e%%vea%%a>b&>0%>e%e%%>%>e 38808
Qy 193 wannaHq>HH>Qqaqe>>>oee>ne>e>a>>reeaeen>e>ene>>>>eee>>anmmawa 252
Db 38800 ATTTEATAFITATATTANTAARCTATATARATATATTTRATATITATATTANTARAACT 38863
Qy 253 AGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTAC 312
Db 38869 ATATAARTATATTITATATTIATATTANTAAAACTATATAAMTATATITTATATTTATAT 38928
Qy 313 ’QHH?H>Q?HH€>€>8>>bb>eOH}000%HOHHO>Qw>m>%>006>b>b>ﬂnomqﬂﬁmn% 372
Db 38929 a>>%ﬁ>ﬁ>0%>%%*ﬁ>babeb*a%e>ev%%e>%>ee%%aoa%a>%%%%ea>67é%%va>% 38988
Qy 373 GCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTGTTGT 432

us-09-941-042c-1.rge
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| I 1 1 Il (BN [ |
Db 38989 TAATAAATATAAATATATTTTATATTTATATTAATAAARCTATATAAATATATTTATATT 39048
Qy 433 TATAGGTAAAAAGC 446

1111 I

Db 39049 TATATTAATARAAC 39062
RESULT 14
AX281353 )
LOCUS AX281353 5145 bp  DNA linear  PAT 02-NOV-2001

DEFINITION Sequence 17 from Patent WO0177376.
ACCESSION  AX281353

VERSION AX281353.1 GI:16608608
KEYWORDS .
SOURCE synthetic construct.

ORGANISM synthetic construct
artificial sequences.
REFERENCE 1
AUTHORS Olek,A., Piepenbrock,C. and Berlin, K.
TITLE Diagnosis of diseases associated with metastasis
JOURNAL Patent: WO 0177376-A 17 18-0CT-2001;
Epigenomics AG (DE)

FEATURES Location/Qualifiers
source 1. .5145
/organism="synthetic construct"
/db_xref="taxon:32630"
: /note="chemically treated genomic DNA (Homo sapiens)"”
BASE COUNT 1470 a 27 ¢ 855 g 2793 t
ORIGIN

Query Match 14.6%; Score 66.6; DB 6; Length 5145;

Best Local Similarity 51.9%; Pred. No. 0.22;

Matches 176; Conservative 0; Mismatches 159; 1Indels 4; Gaps 1;
Qy 4 AACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCT 63
. AN I A AN [ o (BN
Db 511 AATATATTTTATAAGTTTAAGTTTTAATATTTTTTTGGGTTATTTATTATTGGGTGTTTT 570
Qy . 64 AATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATT 123

K Il e e [ (RN |
Db 571 TATGTTTATGAGGGATATATATTTTAATTAATTTTAATGTGTTTTTTTTTTTTTAATTTG 630
Qy 124 AGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATG 183
e e | e e 1 11 [
Db 631 TTTTTTTTTAGTTTGGTTTATAGGGTTTTAGTTAGAGAATTTAAGATAAGAAG----AGG 686
Qy 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTT 243
PEVEE b b ey e i [ A A
Db 687 AAAAAGATTATTTTTTATTTTTTTTATAATTGGGATTTGTTTTTGTTATATTTTATAGTT 746
Qy 244 AATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAAT 303
| e | TEUEL e b bl 1o [ :
Db 747 TGTTTATATTATGATTTATTTAATTAATTTTTTTTTTTTAGATATTTAAATTGTTTTTAA 806
Qy 304 TATCGGTACAGTTATAGATTTATATAAAAATCTACGGTT 342
[ 111 o v eI
Db 807 TTTTGTTTTTAAAATATTGTAGTATATAAATTTATAGTT 845
RESULT 15
AX345250
LOCUS AX345250 5145 bp DNA linear PAT 01-FEB-2002

DEFINITION Sequence 321 from Patent W00200928.
ACCESSION - AX345250

VERSION AX345250.1 GI:18493136
KEYWORDS .
SOURCE synthetic construct.

ORGANISM synthetic construct
artificial sequences.
REFERENCE 1
AUTHORS Olek,A., Piepenbrock,C. and Berlin, K.
TITLE Diagnosis of diseases associated with the immune system
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JOURNAL Patent: WO 0200928-A 321 03-JAN-2002;
Epligenomics AG (DE)
FEATURES Location/Qualifiers
source 1. .5145 .
/organism="gynthetic construct®
/db_xref="taxon:32630"
/note="chemically treated genomic DNA (Homo sapiens)"®

BASE COUNT 1470 a 27 ¢ 855 ¢ 2793 t
ORIGIN .

Query Match 14.6%; Score 66.6; DB 6; Length 5145;

Best Local Similarity 51.9%; Pred. No. 0.22;

Matches 176; Conservative 0; Mismatches 159; 1Indels 4; Gaps
Qy 4 AACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCT
ob 511 AATATATITTATAAGTITANGITITANTATTTITTHGEGITATTIATIATTGAGTGTTT
Qy 64 >>e&>>n>e>naeo>>>e>ooae>Weea>>>a>a>>>a>00>ab>e>0>eaea&nnbbee
Db ’ 571 HP%QHHHM%m?mnwﬁeﬁhﬁa>%%ae>b%e%ﬁ%e%aﬁh%oaoehea%aaa%a%%a»>aa%0
ow 124 AGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATG
b 631 TEETTITTAGTIGOITTATAGGGTTTTACTTAGAG AT AAGATAAGRAG - - -AGE
Qy 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTT
oo 687 AAAAAGATTATTTITTATHTTTTIIATANPIGGGATTIGTTTHGETATATT T TATAGHT
0% 244 >>enome>e>0&aom>a>aaeaHa0>>a&e>eaaee?aw>>>e>>>>>>neq>nnne>>e
b 747 TGTTTATATTATGATIIATTANTTAMT P TEF T T TAGATATTTARNTIGTTTFTAA
Qy 304 TATCGGTACAGTTATAGATTTATATAAAAATCTACGGTT 342
ob 807 TTTTCTITITAAAMATIGIAGIATATARAITTATAGTT 845

Search completed: June 9, 2003, 07:42:26
Job time : 1538 secs

63

570
123
630
183
686
243
746
303
806
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. X c 10 66.4 14.6 8305 24 ABL33568 Human immune syste
GenCore version 5.1.6 : 11 61 13.4 6175 24 ABL33307 Human immune syste
Copyright (c) 1993 - 2003 Compugen Ltd. 12 60.4 13.2 18997 24 ABK33948 Human DNA for stag
13 60.4 13.2 18997 24 ABL32570 Human immune syste
. 14 60.2 13.2 5925 24 ABL33576 Human immune syste
OM nucleic - nucleic search, using sw model 15 60 13.2 8305 24 ABL33569 Human immune syste
: c 16 60 13.2 20420 22 AAK73165 Human immune/haema
Run on: June 9, 2003, 07:08:40 ; Search time 190 Seconds . c 17 60 13.2 20420 24 ABK69933 : Human secreted pro
(without alignments) 18 59.6 13.1 5407 24 ABL34091 Human immune syste
5404.796 Million cell updates/sec 19 59.4 13.0 20674 21 AACS58017 Arachidonic acid m
c 20 59 12.9 494 23 ABV10021 ’ Human prostate exp
Title: US-09-941-042C-1 c 21 58.2 12.8 422 22 AAL15924 Human breast cance
Perfect score: 456 c 22 58.2 12.8 700 22 AAH93026 Human inflammatory
Sequence: 1 ggaaacatattcaatacatt..........ggtaaaaagcagttacagag 456 23 58.2 12.8 8842 24 ABL33449 - Human immune syste
) 24 58.2 12.8 8842 24 AAS63335 Chemically pretrea
Scoring table: IDENTITY_NUC . 25 58 12.7 6062 24 AAS61094 Human gene regulat
Gapop 10.0 , Gapext 1.0 26 58 12.7 8197 24 ABL70542 Chemically treated
27 58 12.7 8197 24 ABL34515 Human metastasis a
Searched: 2185239 seqgs, 1125999159 residues ’ 28 57.6 12.6 6050 22 AAS46792 Tumour suppressor
29 57.6 12.6 6050 24 ABK33937 Human DNA for stag
Total number of hits satisfying chosen parameters: 4370478 30 57.6 12.6 6050 24 ABL34129 Human immune syste
31 57.6 12.6 10279 24 ABL92277 Chemically treated
Minimum DB seq length: 0 32 57.6 12.6 10279 24 ABL33591 Human immune syste
Maximum DB seq length: 2000000000 . 33 57.6 ~ 12.6 10279 24 AAD22328 Chemically treated
. c 34 57.2 12.5 8085 22 AAS46479 Tumour suppressor
Post-processing: Minimum Match 0% c 35 57.2 12.5 8085 24 ABK33986 Human DNA for stag
Maximum Match 100% 36 57 12.5 10886 24 ABL34135 Human immune syste
Listing first 45 summaries 37 57 12.5 16258 24 ABL70376 Chemically treated
° 38 57 12.5 16258 24 ABK40038 Human chemically p
Database : N_Geneseq_101002:* c 39 56.8 12.5 3296 23 ABL17264 Drosophila melanog
1 /S1DS2/gcgdata/geneseqg/geneseqn-embl /NA1980 . DAT: * 40 56.6 12.4 6013 24 AAS61265 Human gene regulat
2 /S1DS2/gcgdata/geneseq/genesegn-embl/NA1981 .DAT: * 41 56.6 12.4 6013 24 ABK31361 Signal transductio
3 /S1IDS2/gcgdata/geneseq/genesegn-embl/NA1982.DAT: * 42 56.6 12.4 6095 22 AAS46310 Tumour suppressor
4 /S1DS2/g9cgdata/geneseq/geneseqn-embl /NA1983 .DAT: * 43 56.6 12.4 6095 24 ABL70150 Chemically treated
5 /S1DS2/gcgdata/geneseq/genesegn-embl /NA1984 .DAT: * 44 56.6 12.4 6095 24 ABL32361 Human immune syste
6 /81IDS2/gcgdata/geneseq/geneseqn-embl /NA1985 . DAT: * . 45 56.6 12.4 6095 24 ABL34475 Human metastasis a
7 /51DS2/gcgdata/geneseq/geneseqn-embl /NA1986 . DAT : *
/51DS2/gcgdata/geneseqg/geneseqn-embl /NA1987 .DAT: * .
9 /81DS2/gcgdata/geneseq/genesegn-embl/NA1988 . DAT: * ALIGNMENTS
1 /S1DS2/gcgdata/geneseq/geneseqn-embl /NA1989 . DAT : *
1 /S1DS2/gcgdata/geneseq/geneseqn-embl /NA1990 . DAT: *
/81IDS2/gcgdata/geneseq/geneseqn-embl/NA1991 . DAT: * RESULT 1
/SIDS2/gcgdata/geneseq/geneseqn-embl /NA1992 . DAT: * ABL58286
/S1DS2/gcgdata/geneseqg/geneseqn-embl /NA1993 . DAT: * 1D ABLS58286 standard; DNA; 456 BP.
/SIDS2/gcgdata/geneseq/geneseqn-embl /NA1994 . DAT: * XX
/81IDS2/gcgdata/geneseq/geneseqn-embl/NA1995 . DAT: * AC ABL58286;
/S1DS2/gcgdata/geneseq/geneseqn-embl /NA1996 . DAT: * XX
/SIDS2/gcgdata/geneseq/geneseqgn-embl/NA1997 .DAT: * DT 15-JUL-2002 (first entry)
/SIDS2/gcgdata/geneseq/geneseqn-embl/NA1998 .DAT: * XX
20: /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1999.DAT:* DE N. tabacum Nic gene product responsive element DNA sequence.
21: /S1DS2/gcgdata/geneseq/geneseqn-embl/NA2000.DAT:* XX
22: /S1DS2/gcgdata/geneseqg/genesegn-embl/NA2001A.DAT:* : - KW Tobacco; plant; cis-acting element; transgenic; nicotine; Nic;
23: /SiDS2/gcgdata/geneseq/geneseqn-embl/NA2001B.DAT:* KW NtQPT1; nitrosamine; responsive element; ds. ’
24: /SIDS2/gcgdata/geneseqg/geneseqn-embl/NA2002.DAT:* ' XX
. 0os Nicotiana tabacum.
Pred. No. is the number of results predicted by chance to have a : . XX
score greater than or equal to the score of the result being printed, PN W0200218607-A2.
and is derived by analysis of the total score distribution. XX
, PD 07-MAR-2002,
SUMMARIES XX ’
L 3 PF 28-AUG-2001; 2001WO-US26788.
Result Query XX
No. Score Match Length DB ID Description : PR 30-AUG-2000; 2000US-229198P.
.................... R e D e L L PP T XX
1- 456 100.0 456 24 ABLS8286 - N. tabacum Nic gen PA  (UYNC-) UNIV NORTH CAROLINA STATE.
2 456 100.0 1030 18 AAT51750 Root cortex specif XX
3 456 100.0 1294 18 AATS51749 Root cortex specif PI Conkling MA, Li Y;
4 456 100.0 1372 18 AATS51748 Root cortex specif XX
5 456 100.0 1988 18 AATS51747 Root cortex specif DR  WPI; 2002-371827/40.
6 451.2 98.9 2010 18 AAT51746 Root cortex specif XX ’
7 148 32.5 722 18 AATS1751 Root cortex specif PT Obtaining plant with altered levels of desired protein regulated
8 66.6 14.6 5145 24 ABL32348 Human immune syste PT cis-acting element by introducing nucleic acid with the element not
9

66.6 14.6 5145 24 ABL34464 Buman metastasis a PT operably linked to coding sequence of the protein to produce a
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PT
XX
PS
b9 4
cc
cc
cC
oo}
cC
cc
cc
cC
CcC
cc
cC
cC
XX
s5Q

Query Match
. Best Local Similarity

transformed cell -
Claim 1; Page 48; 48pp; English.

The invention provides a method of obtaining a plant with altered content
of desired protein (P1l) which is regulated by cis-acting element (E1).
The method involves introducing exogenous nucleic acid (ENA) construct
comprising El which is not operably linked to coding sequence or its
complement of Pl, into plant cell to produce transformed plant cell,
where the cell contains ENA copies to alter level of Pl in plant
regenerated from cells. The method is useful for obtaining a plant,
preferably transgenic tobacco plant with altered content of P1,
preferably a reduced amount of nicotine, which is regulated by El which
is a Nic gene product, where altered content of Pl may be tobacco
specific nitrosamines. The present sequence represents the N. tabacum
Nic gene product responsive element DNA sequence.

Sequence 456 BP; 158 A; 57 C; 66 G; 175 T; 0 other;

100.0%; Score 456; DB 24; Length 456;
100.0%; Pred. No. 4.3e-68;

Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
SN AN N NN SRR RN AR AR
Db- 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
TEVRIRTVER YRR
Db 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
PEEREEPEER R R b bbb e et bbbt il 1 |
Db 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
PELEERETRTO R R R b e bbb b e bt e b
Db 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
FOLEEL R R B e L R e e e eyt
Db 241 eee>>annoq>a>meaoo>qweeaaean>>eqabaeaea>e>b>>a>>bbb>0ea>000u 300
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PEVRTERLEER LRt e et by b e bbb
Db 301 AATTATCGGTACAGTTATAGATTTATATAAARATCTACGGTTCTTCAGAAGAAACCTAAA 360
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PERTVLERER R R vt e e e e e e et
Db 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
PERELRLTRER et ein e
Db 421 nne706enaeQea>a>00e>>>>>no>neewn>o>o 456
RESULT 2
AAT51750
ID AAT51750 standard:; DNA; 1030 BP.
XX
AC AATS51750;
XX
DT . 15-0CT-1997 (first entry)
XX
DE Root cortex specific gene TobRD2 promoter (dell.Q).
XX
KW  Root cortex-specific promoter; TobRD2; tobacco; transgenic plant;
KW insecticide; Bacillus thuringiensis; biological control; ss.
XX
0os Nicotiana tabacum.
XX
PN  WO09705261-Al.
XX .

'us-09-941-042c-1.rng

Page 2

PD 13-FEB-1997.

ww 24-JUL-1996; 96W0-US12158.

ww 28-JUL-1995; 95US8-0508786.

WW (UYNC-) UNIV NORTH n>w0buz>.ma>em.
wm Conkling MA, Mendu N, Song W;

WW WPI; 1997-145698/13.

PT DNA directing heterologous gene expression in the root cortex - used

-PT e.g. for expressing insecticidal Bacillus proteins

PS Claim 1; Page 37; 53pp; English.

cc An isolated DNA (AAT51750), designated dell.0, comprises a 1030 bp
cc 5’-deletion mutant of the tobacco RD2 gene (TObRD2) promoter (see
cc also AATS51746), which directs root cortex-specific expression of
cc assoclated genes. Dell.0 can be used in DNA cassettes to direct
cc the expression of heterologous genes in the root cortex layer of
cc transgenic monocot or dicot plants, e.g. Bacillus thuringiensis

cc crystal proteins in tobacco for the control of root-damaging pests.
cc Dell.0 conferred high levels of GUS reporter gene expression

cc (several-fold higher than the CaMV35S promoter) in transgenic

CcC tobacco root cortex.

sQ Sequence 1030 BP; 388 A; 143 C; 164 G; 335 T; 0 other;

100.0%; Score 456; DB 18; Length 1030;
100.0%; Pred. No. 4e-68;

Query Match
Best Local Similarity

Matches 456:; Conservative 0; Mismatches 0; 1Indels 0: Gaps 0:

Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
PARLRLEE N C R R e T e e i i e b ittt

Db 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60

Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
FORVREEV RV e i b b e b e b e e b e e e e ey ey

Db 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120

Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
LTI 1 11

Db 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180

Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTARAA 240
[RNR (AR AN 1 1

Db 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240

Q< 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
POLEREER e e et i e by e e e b e et

" Db 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PEALCEERLET T e e e e bbb e e e e e et e it

Db 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360

Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PEEVEREE AR E P i i b e bbbt i b b e i bbbl

Db 361 >>eoonqennnannnn>nnneenn>enmmeae>naom>aaaqo>>>e>ean>qen>n>nﬂ 420

Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
PRIRETEE bbb b r v i e el e

Db 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456

RESULT 3

AAT51749

ID " AATS1749 standard; DNA; 1294 BP.

XX

AC AATS51749;
XX



DT
XX
DE
XX
KW
KW
XX
0s
XX
PN
XX
PD
XX
PF
XX
PR
XX
PA
XX
PI
XX
DR
XX
PT
PT
XX
PS
XX
cc
cC
cc
cc
cc
cC
cc
cc
cc
cC
XX
sQ

Query Match
Best Local Similarity
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15-0CT-1997 (first entry)
Root cortex specific gene TobRD2 promoter (dell.3).-

Root cortex-specific promoter; TobRD2; tobacco; nnw:mom:wn plant;
insecticide; Bacillus thuringiensis; biological control; ss.

Nicotiana tabacum.

W09705261-A1.

13-FEB-1997. '
24 -JUL-1996; 96WO-US12158.
28-JUL-1995;  95US-0508786.

(UYNC-) UNIV NORTH CAROLINA STATE.
Conkling MA, Mendu N, mo:m,z“
WPX; 1997-145698/13.

DNA directing heterologous gene expression 1n the root cortex - used
e.g. for expressing insecticidal Bacillus proteins

Claim 1; Page 36; 53pp; English.

An isolated DNA (AAT51749), designated dell.3, comprises a 1294 bp
5’-deletion mutant of the tobacco RD2 gene (TobRD2) promoter (see
also AAT51746), which directs root cortex-specific expression of
associated genes. Dell.3 can be used in DNA cassettes to direct
the expression of heterologous genes in the root cortex layer of
transgenic monocot or dicot plants, e.g. Bacillus thuringiensis
crystal proteins in tobacco for the control of root-damaging pests.
Dell.3 conferred high levels of GUS reporter gene expression
(several-fold higher than the CaMVv35S promoter) in transgenic
tobacco root cortex.

Sequence 1294 BP; 515 A; 174 C; 203 G; 402 T; 0 other;

Hoo.ow“mooumammnomwm“rm:oﬁ:wmopn
100.0%; Pred. No. 4e-68; -

Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
) VIR EPREET R e et ey et e e e by b ey e e re et
265 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 324

61 Qnaw>e>$>n>e>nqemwb>e>00&e>naHaw&be>ﬂ>>>evmn>e>>q>m>eeeH}QO? 120

PR EEL e e L e b e e e et
325 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 384

121 yae>oabeaeam>mqee>>6e>nea>aeo>naeoe>&0>®aeeee>e>>aeno>§mnnnn 180

FLLVCEEE L L P EL R L L PR L TR iy
385 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 444

181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240

[RN3N 1 1411 1L [y It ARERERAY
445 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 504

241 HHH>>80®QH>B?QHHOQ>H>»»hh»»Ob>aaq>»»»-»>H$>>>€>>>>>?OHH>OOOH 300

VLS LR e b e e bbbt b ety
505 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 564

301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360

FOLETLLELE e bt e bbb b e i)
565 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 624

361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420

PEELEIUREEEN B it e e e bbb e e by e e ity eyl
625 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 684

us-09-941-042c-1l.rng
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Qy 421. CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
PEVEEEE PR b R kvt

Db 685 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 720

RESULT 4

AAT51748

1D AAT51748 standard; DNA; 1372 BP.

XX

AC  AATS51748;

XX

DT 15-0CT-1997 (first entry)

XX

DE Root cortex specific gene TobRD2 promoter (dell.4).

XX

KW Root cortex-specific promoter; TobRD2: tobacco; transgenic plant;
KW insecticide; Bacillus thuringiensis; biological control; ss.

XX

0s Nicotiana tabacum.

XX

PN  WO9705261-Al.

XX

PD  13-FEB-1997.

XX

PF  24-JUL-1996; 96WO-US12158.

XX

PR 28-JUL-1995; 95US-0508786.

XX :

PA (UYNC-) UNIV NORTH CAROLINA STATE.
XX :
PI Conkling MA, Mendu N, Song W;
XX

DR WPI; 1997-145698/13.

XX

PT DNA directing heterologous gene expression in the root cortex - used
PT e.g. for expressing insecticidal Bacillus proteins

XX

PS Claim 1; Page 35; 53pp; English.

XX

cc An isolated DNA (AAT51747), designated dell.4, comprises a 1372 bp
cc 5’-deletion mutant of the tobacco RD2 gene (TobRD2) promoter (see
cc also AATS51746), which directs root cortex-specific expression of
cc associated genes. Dell.4 can'be used in DNA cassettes to direct
cc the expression of heterologous genes in the root cortex layer of
cC transgenic monocot or dicot plants, e.g. Bacillus thuringiensis

[ol] crystal proteins in tobacco for the control of root-damaging pests.
cC Dell.4 conferred high levels of GUS reporter gene expression

[ole: (several-fold higher than the CaMv35S promoter) in transgenic

cC tobacco root cortex.

XX

SQ Sequence 1372 BP; 532 A; 187 C; 215 G; 438 T; 0 other;

Query Match

100.0%; Score 456; DB 18; Length 1372;
Best Local Similarity .

100.0%; Pred. No. 3.9e-68;

Matches - 456; Conservative 0; Mismatches 0; Indels 0; Gaps 0;

Qy 1 moy>vo>e>eqo>>e>n>eemewnaeeooq>oeo>ey>eoooe>o»>e>oeeenamonea 60
PO IREEE e e e e e e e e ek ey it

Db 343 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 402

Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
NERARARR AR R RN R A A AR RN AR RN N AN AN NN AR NNA ! (RN

Db 403 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 462

Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
(IRERNRNRRANNNANRNEY

Db - 463 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 522

Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240

PRI eeibnnd
bb 523 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 582

Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
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Db 583 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 642
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
AR RN RN AR RN R RN RN NN AR NN R R RN RN RN RN
Db 643 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 702
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
: FLLLLLEELEER e Ve e e ey ringl
Db 703 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 762
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
RSN AR AR RN N AR NN ARERARE!
Db 763 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 798
RESULT 5
AATS51747
ID AAT51747 standard; DNA; 1988 BP.
XX
AC AATS51747;
XX .
DT 15-0CT-1997 (first entry)
XX .
DE Root cortex specific gene TobRD2 promoter (del2.0).
XX

KW Root cortex-specific promoter; TobRD2; tobacco; transgenic plant;
"KW insecticide; Bacillus thuringiensis; biological control; ss.

XX

[o]] Nicotiana tabacum.

XX

PN W09705261-A1.

XX

PD 13-FEB-1997.

XX .
PF 24-JUL-1996; 96WO-US12158.

XX

PR 28-JUL-1995; 95US-0508786.

XX

PA (UYNC-) UNIV NORTH CAROLINA STATE.
XX

" PI Conkling MA, Mendu N, Song W;

XX .

DR  WPI; 1997-145698/13.

XX -

PT DNA directing heterologous gene expression in the root cortex - used
PT e.g. for expressing insecticidal Bacillus proteins

XX

PS Claim 1; Page 33-34; 53pp; English.

cc An isolated DNA (AAT51747), designated del2.0, comprises a 1988 bp
[olo] portion of the tobacco RD2 gene (TobRD2) promoter (see also

cc AATS51746), which directs root cortex-specific expression of

cc associated genes. Del2.0 and truncated TobRD2 promoters (see also
cc AATS1748-56) can be used in DNA cassettes to direct the expression of
cC heterologous genes in the root cortex layer of transgenic monocot

cc or dicot plants, e.g. to express Bacillus thuringiensis crystal

cc proteins in tobacco for the control of root-damaging pests. Del2.0
cC directed high levels of GUS reporter gene expression (4-fold higher
(o] than the CaMVv35S promoter) in transgenic tobacco root cortex.

SQ  Sequence 1988 BP; 714 A; 271 C; 302 G; 701 T; 0 other;
Query Match 100.0%; Score 456; DB 18; Length 1988;

Best Local Similarity 100.0%; Pred. No. 3.8e-68;
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;

Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60

] FELTELETRLRLELE LR DV TR e
Db 959 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120

N (RN

FLETRLLITR (ARRN!

us-09-941-042c-1.rng
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Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 1078

Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
LR LEN T e b e e bbb e bR e e b i iy b i bbb

Db 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138

Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
FEERLEERREE LTt i (ARNRREERARE (AREN

Db 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198

Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300

NYARRARNANY [ANNN

Db 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
111 (AR PURRLEER Y ey b e s by b b e e v

Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318

Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PEVETEEE bbb et ey e e e bbbt e e el .

Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378

Qy 421 noe>maeoeamwe>e>moay>>>>nowaee>n>m>m 456

- PEVELRTETN AN LR e e e et

Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414

RESULT 6

AATS51746 :

ID AAT51746 standard; DNA; 2010 BP.

XX

"AC AATS51746;

XX

DT 15-0CT-1997 (first entry)

XX

DE Root cortex specific gene TobRD2 promoter.

XX

KW Root cortex-specific promoter; TobRD2; tobacco; transgenic plant;

KW insecticide; Bacillus thuringiensis; biological control; ss.

XX .

0S Nicotiana tabacum.

XX

FH Key Location/Qualifiers

FT TATA_signal 1971..1975

FT - /*tag= a

FT misc_feature 2000

FT /*tag= b .

FT /note= "predicted start of transcription®

XX

PN W09705261-A1.

XX

PD 13-FEB-1997.

XX .

PF 24-JUL-1996; 96WO-US12158.

XX

PR 28~JUL-1995; 95U0S8-0508786.

XX :

PA (UYNC-) UNIV NORTH CAROLINA STATE.

XX

PI Conkling MA, Mendu N, Song W;

XX

DR WPI; 1997-145698/13.

XX

PT DNA directing heterologous gene expression in the root cortex - used

PT e.g. for expressing insecticidal Bacillus proteins

XX

PS Claim 1; Page 32-33; 53pp; English.

XX .

cc An isolated DNA (AATS51746) comprises the tobacco RD2 gene (TobRD2)

cC promoter, which directs root cortex-specific expression of

cC associated genes. A clone containing the isolated DNA was obtd.

CcC - from a tobacco seedling genomic library by screening with TobRD2

cC cDNA. The antisense strand of TObRD2 was used as a probe to show
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CC  that TobRD2 mRNA is expressed only in the cortex layer of roots. XX
cc Truncations of the promoter region (see also AAT51747-54) were prepd. DR WPI; 1997-145698/13.
[ole} by PCR. The full-length or truncated promoters can be used in DNA XX
cc cassettes to direct root cortex-specific expression of heterologous PT DNA directing heterologous gene expression in the root cortex - used
cc genes in transgenic monocot or dicot plants, e.g. to express PT e.g. for expressing insecticidal Bacillus proteins
cc Bacillus thuringiensis crystal proteins in tobacco for the control XX
CC  of root-damaging pests. PS Claim 1; pPage 38; 53pp; English.
XX XX N
sQ Sequence 2010 BP; 729 A; 276 C; 303 G; 702 T; 0 other; CcC An isolated DNA (AATS1751), designated del0.7, comprises a 722 bp
. cC 5’-deletion mutant of the tobacco RD2 gene (TobRD2) promoter (see
Query Match 98.9%; Score 451.2; . DB 18; Length 2010; cC also AAT51746), which directs root cortex-specific expression of
Best Local Similarity 99.3%; Pred. No. 2.4e-67; cc associated genes. Del0.7 can be used in DNA cassettes to direct
Matches 453; Conservative 0; Mismatches 3; 1Indels 0; Gaps 0; cc the expression of heterologous genes in the root cortex layer of
. cc transgenic monocot or dicot plants, e.g. Bacillus thuringiensis
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60 cC crystal proteins in tobacco for the control of root-damaging pests.
1 11111 PATEELEE R R LR e L gt CC  Del0.7 conferred high levels of GUS reporter gene expression ’
Db 959 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018 [ole} (about twice that of the CaMV35S promoter) in transgenic tobacco
cC root cortex.
Qy 61 GCTAARTAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120 XX
SRR RARARARARRARRRARRY It SQ  Sequence 722 BP; 278 A; 107 C; 129 G; 208 T; 0 other;
Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTAGGAA 1078
Query Match 32.5%; Score 148; DB 18; Length 722;
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180 Best Local Similarity 100.0%; Pred. No. 1l.5e-16; )
FLERLERR LRV EEE T LR b b e e e e e et AN . Matches 148; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Db 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138 .
Qy 309 GTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTT 368
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240 TPEVETEERET Ty T e e et ey b b b i e e i et
NERRRRREER AR AR NN AR RN RN RN R AR R RN AR AR AR R RN AR AR AR RN Db 1 GTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTT 60
Db 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198
Qy 369 CGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTG 428
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300 PEEEEierere ettt ettt erereeeriederttniirrigl
NERER RN AR AR R R AR R R R R R AR R AR AN N RN R R R RN RRRRRRREEREEEREEE Db 61 CGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTG 120
Db 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258 ’ ) R
Qy 429 TTGTTATAGGTAAAAAGCAGTTACAGAG 456
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360 AR 1 (LR |
FELETELET RN r ey b b b b e e e e ety Db 121 TTGTTATAGGTAAAAAGCAGTTACAGAG 148
Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420 RESULT 8
: 1 TRV R b e i b ey e e rgnd ABL32348
Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378 1D ABL32348 standard; DNA; 5145 BP.
XX
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456 AC ABL32348;
TEVELRIELNEV e XX
Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414 DT 26-MAR-2002 (first entry)
. XX .
DE Human immune system associated gene SEQ ID NO: 321.
RESULT 7 XX ’
AAT51751 KW Human; immune system disease; cytosine methylation; antiasthmatic;
1D AAT51751 standard; DNA; 722 BP. KW antiarteriosclerotic; antianaemic; cytostatic; nootropic;
XX . KW neuroprotective; anti-HIV; anticonvulsant; ophthalmological;
AC AATS51751; KW antirheumatic; antiarthritic; antidiabetic; antipsoriatic;
XX KW antiinflammatory; cancer; eye disease; arteriosclerosis; anaemia;
DT  15-0CT-1997 (first entry) KW acute myeloid leukaemia; Alzheimer’s disease; AIDS; epilepsy:
XX KW neurofibromatosis; rheumatoid arthritis; psoriasis; bowel disease;
DE Root cortex specific gene TobRD2 promoter (del0.7). KW gene; ds.
XX . XX
KW Root cortex-specific promoter; TobRD2; tobacco; transgenic plant; oS Homo sapiens.
KW insecticide; Bacillus thuringiensis; biological control; ss. XX
XX . PN  WO0200200928-A2.
os Nicotiana tabacum. XX
XX PD 03-JAN-2002.
PN  WO9705261-Al. XX
XX PF 02-JUL-2001; 2001WO-EP07537.
PD 13-FEB-1997. XX
XX PR 30-JUN-2000; 2000DE-1032529.
PF  24-JUL-1996; 96WO-US12158. PR 01-SEP-2000; 2000DE-1043826.
XX XX
PR 28-JUL-1995; 95U8-0508786. PA (EPIG-) EPIGENOMICS AG.
XX XX .
PA (UYNC-) UNIV NORTH CAROLINA STATE. ’ PI Olek A, Piepenbrock C, Berlin K;
XX XX -
PI Conkling MA, Mendu N, Song W; . DR  WPI; 2002-130909/17.
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XX
PT Nucleic acid comprising fragment of chemically modified gene, useful
PT for diagnosis and treatment of diseases associated with abnormal
PT  cytosine methylation -
XX
PS Claim 1; mmo ID NO 321; 32pp + Sequence Listing; German.
XX .
cc The present invention provides a number of human immune system associated
cc genes which are modified by the methylation of cytosines. The sequences
cc can be used in the diagnosis and treatment of immune system disorders,
cC including eye diseases such as retinopathy, neovascular glaucoma and
cc macular degeneration, arteriosclerosis, anaemia, cancer, acute myeloid
[olo] leukaemia, Alzheimer’s disease, AIDS, epilepsy, neurofibromatosis,
CC- rheumatoid arthritis, psoriasis and inflammatory/ulcerative bowel
cC diseases. The present sequence is a gene of the invention.
XX
sQ Sequence 5145 BP; 1470 A; 27 C; 855 G; 2793 T; 0 other;
Query Match 14.6%; Score 66.6; DB 24: Length 5145;
Best Local Similarity 51.9%; Pred. No. 0.0053;
Matches 176; Conservative 0; Mismatches 159; 1Indels 4; Gaps 1;

Qy 4 AACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCT 63
I TErer vy 1 bl [ el [
Db 511 AATATATTTTATAAGTTTAAGTTTTAATATTTTTTTGGGTTATTTATTATTGGGTGTTTT 570
Qy 64 AATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATT 123
Il 1 e P [ FLED |
Db 571 TATGTTTATGAGGGATATATATTTTAATTAATTTTAATGTGTTTTTTTTTTTTTAATTTG 630
Qy 124 AGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATG 183
EELL eere e P e 1 (B
Db 631 TTTTTTTTTAGTTTGGTTTATAGGGTTTTAGTTAGAGAATTTAAGATAAGAAG----AGG 686
Qy 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTT 243
VELEE 0 T el vl i [ P T 100l
Db 687 AAAAAGATTATTTTTTATTTTTTTTATAATTGGGATTTGTTTTTGTTATATTTTATAGTT 746
Qy 244 AATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAAT 303
| [N PRELE e B vl Il [
Db 747 TGTTTATATTATGATTTATTTAATTAATTTTTTTTTTTTAGATATTTAAATTGTTTTTAA 806
Qy 304 TATCGGTACAGTTATAGATTTATATAAAAATCTACGGTT 342
bbb P Vode e e 1
Db 807 TTTTGTTTTTAAAATATTGTAGTATATAAATTTATAGTT 845
RESULT 9
ABL34464
ID ABL34464 standard; DNA; 5145 BP.
XX .
AC ABL34464;
XX
DT 26-MAR-2002 (first entry)
XX
DE Human metastasis associated gene SEQ ID NO: 17.
XX
KW Metastasis associated gene; cytostatic; gene therapy; cancer;
KW cytosine methylation; gene; ds.
XX
0os Homo sapiens.
XX
PN  WO0200177376-A2.
XX
PD 18-0CT-2001.
XX
PF 06-APR-2001; 2001wWO-EP03970.
XX
PR 06-APR-2000; 2000DE-1019058.
PR 07-APR-2000; 2000DE-1019173.
PR 30-JUN-2000; 2000DE-1032529.
PR 01-SEP-2000; 2000DE-1043826.
XX

us-09-941-042c-1.rng
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PA (EPIG-) EPIGENOMICS AG.
XX
PI Olek A, Piepenbrock C, Berlin K:
XX
DR  WPI; 2002-010922/01.
XX . .
PT New nucleic acid derived from chemically treated metastasis genes,
PT useful for diagnosis of cancers by analysis of cytosine methylation,
PT also for treatment -
XX ’
PS Claim 1; SEQ ID NO 17; 23pp + Sequence rwmﬁwsm“ English.
XX
cc The present invention provides a number of human metastasis associated
cc genes which are modified by cytosine methylation. The sequences can be
cc used in the diagnosis and treatment of cancer. The present sequence is
cc one of the genes of the invention.
XX .
SQ Sequence 5145 BP; 1470 A; 27 C; 855 G; 2793 T; 0 other;
Query Match 14.6%; Score 66.6; DB 24; Length 5145;
Best Local Similarity 51.9%; Pred. No. 0.0053;
Matches 176; Conservative 0; Mismatches 159; Indels 4; Gaps 1;

XX

Qy 4 >>ow4>ﬂa0bba>n>qeoq>naeeooebnen>q>>eoOOH>Q>>H>OH&HO%GOOHHOOﬂ 63
E R e e P i |
Db 511 AATATATTTTATAAGTTTAAGTTTTAATATTTTTTTGGGTTATTTATTATTGGGTGTTTT 570
Qy 64 AATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATT 123
bl 11 IR e | (RN |
Db 571 TATGTTTATGAGGGATATATATTTTAATTAATTTTAATGTGTTTTTTTTTTTTTAATTTG 630
Qy 124 AGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATG 183
e rene gl Pl el 1l I [N
Db 631 TTTTTTTTTAGTTTGGTTTATAGGGTTTTAGTTAGAGAATTTAAGATAAGAAG----AGG 686
Qy 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTT 243
CECEE Bl iy vl [ PEE b b e
Db 687 AAAAAGATTATTTTTTATTTTTTTTATAATTGGGATTTGTTTTTGTTATATTTTATAGTT 746
Qy 244 AATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAAT 303
| M Preey bl VIV 11 1k 1 [
Db 747 TGTTTATATTATGATTTATTTAATTAATTTTTTTTTTTTAGATATTTAAATTGTTTTTAA BO6
Qy 304 TATCGGTACAGTTATAGATTTATATAAAAATCTACGGTT 342
1111 111 ot e e el
Db 807 TTTTGTTTTTAAAATATTGTAGTATATAAATTTATAGTT 845
RESULT 10
ABL33568/c
ID ABL33568 standard; Uz> 8305 BP.
XX
AC ABL33568;
XX
DT 26-MAR-2002 (first entry)
XX .
DE Human immune system associated gene SEQ ID NO: 1541.
XX
KW Human; immune system disease; cytosine methylation; w:ﬁummﬁwabnwo_
KW antiarteriosclerotic; antianaemic; cytostatic; nootropic;
KW neuroprotective; anti-HIV; anticoanvulsant; ophthalmological;
KW antirheumatic; antiarthritic; antidiabetic; antipsoriatic;
KW antiinflammatory; cancer; eye disease; arteriosclerosis; anaemia;
KW acute myeloid leukaemia; Alzheimer’s disease; AIDS; epilepsy;
KW neurofibromatosis; rheumatoid arthritis; psoriasis; bowel disease;
KW gene; ds.
XX
os Homo sapiens.
XX .
PN  W0200200928-A2.
XX
PD 03-JAN-2002.
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PF 02-JUL-2001; '2001WO-EP07537.
XX
PR 30-JUN-2000; 2000DE-1032529.
PR 01-SEP-2000; 2000DE-1043826.
XX
PA (EPIG-) EPIGENOMICS AG.
XX
PI Olek A, Piepenbrock C, Berlin K;
XX
DR  WPI; 2002-130909/17.
XX
PT Nucleic acid comprising fragment of chemically modified gene, useful
PT for diagnosis and treatment of diseases associated with abnormal
PT cytosine methylation -
XX
PS Claim 1; SEQ ID NO 1541; 32pp + Sequence Listing; German.
XX ’
cc The present invention provides a number of human immune system associated
cc genes which are modified by the methylation of cytosines. The sequences
cC can be used in the diagnosis and treatment of immune system disorders,
cc including eye diseases such as retinopathy, neovascular glaucoma and
cc macular degeneration, arteriosclerosis, anaemia, cancer, acute myeloid
cc leukaemia, Alzheimer’s disease, AIDS, epilepsy, neurofibromatosis,
cc rheumatoid arthritis, psoriasis and inflammatory/ulcerative bowel
cc diseases. The present sequence is a gene of the invention.
XX
sQ Sequence 8305 BP; 2181 A; 185 C; 1901 G; 4038 T; O other;
Query Match 14.6%; Score 66.4; DB 24; Length 8305;
Best Local Similarity 49.2%; Pred. No. 0.0056;
Matches 175; Conservative 0; Mismatches 181; 1Indels 0; Gaps 0;
Qy 8 TATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCTAATA 67
VY 0l | 111 Lt R | 1L
Db 6424 TATTTATTATATAAATAATATATATTATAAATATATAATATATTTAATATATATTTATTA 6365
Qy 68 AAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTA 127
o | IR P i THEEEEY b n (RN
Db 6364 AAAAATATATTATTATATATTATCAATTATATAATACATAATACATATTATATATTATAA 6305
Qy 128 TTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAA 187
[ Lt [N T P L A A | It |
Db 6304 TAATATATATAATATATAATATACATATTATATATTATAATAATATATATAATATATTAT 6245
Qy 188 ATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATC 247
A A e e A A Y Iy il
Db 6244 AATATATTATATATTACTATAATATATATTATATATTTTATTATATATTATATATTACTA 6185
Qy 248 GGTATAGTTCGATATTTTTTCAATTTATTTT »?eéﬂ_%nuee?ﬁﬂoegeﬁ?eo 307
| AR A (L
Db 6184 TAATATATAATATATATTATATATTTTATTATATATTATATATTACTATAATATATATTA 6125
Qy 308 noe»o»naa>a>n>aea>a>e>>>>>enawoomaanaao>m>yo»>>nne>>>>>e 363
It LR o 1N | Pl I il
Db 6124 TATATTTTTATTATATATTACTATAATATATAATATATAATAATAATATATAATAT 6069
RESULT 11
ABL33307
1D ABL33307 standard; DNA; 6175 BP.
XX
AC  ABL33307;
XX
DT 26-MAR-2002 (first entry)
XX
DE Human immune system associated gene SEQ ID NO: 1280.
XX
KW Human; immune system disease; cytosine methylation; antiasthmatic;
KW antiarteriosclerotic; antianaemic; cytostatic; nootropic; .
KW neuroprotective; anti-HIV; anticonvulsant; ophthalmological;
KW antirheumatic; antiarthritic; antidiabetic; antipsoriatic;
KW antiinflammatory; cancer; eye disease; arteriosclerosis; anaemia;
KW acute myeloid leukaemia; Alzheimer’s disease; AIDS; epilepsy;

KW neurofibromatosis; rheumatoid arthritis; psoriasis; bowel disease;
KW gene; ds.
XX
os Homo sapiens. o
XX
PN  W0200200928-A2.
XX
PD 03-JAN-2002.
XX
PF 02-JUL-2001; 2001WO-EP07537.
XX
PR 30-JUN-2000; 2000DE-1032529.
PR 01-SEP-2000; 2000DE-1043826.
XX
PA (EPIG-) EPIGENOMICS AG.
XX .
PI Olek A, Piepenbrock C, Berlin K;
XX
DR  WPI; 2002-130909/17.
XX
PT Nucleic acid comprising fragment of chemically modified gene, useful
PT for diagnosis and treatment of diseases associated with abnormal
PT cytosine methylation -
XX
PS Claim 1; SEQ ID NO 1280; 32pp + Sequence Listing; German.
XX
cc The present invention provides a number of human immune system associated
cc genes which are modified by the methylation of cytosines. The sequences
ccC can be used in the diagnosis and treatment of immune system disorders,
cc including eye diseases such as retinopathy, neovascular glaucoma and
CcC macular degeneration, arteriosclerosis, anaemia, cancer, acute myeloid
cc leukaemia, Alzheimer’s disease, AIDS, epilepsy, neurofibromatosis,
cc rheumatoid arthritis, psoriasis and inflammatory/ulcerative bowel
cc diseases. The present sequence is a gene of the invention.
XX
sQ Sequence 6175 BP; 1506 A; 154 C; 1357 G; 3158 T; O other;
Query Match 13.4%; Score 61; DB 24; Length 6175;
Best Local Similarity 48.7%; Pred. No. 0.046;
Matches 166; Conservative 0; Mismatches 175; 1Indels 0; Gaps 0;
Qy 7 ATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCTAAT 66
PR VELEL 1 el [ 1t
Db 4615 ATATTTATTTATTTGTATATTTATATTTATATTTGTTTTTATATATTGTTATTTTTTTAT 4674
Qy 67 AAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGT 126
R e e 1l A EAN L
Db 4675 ATATTTATATAATGTATTAGTTTATATTTATATATATGTTTATATATTTATTTATTAATA 4734
Qy 127 ATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAA 186
1N [ bl | 11 I | [
Db 4735 TGTTTTTATATATTGGTATTTATACGATATATTTATTTATATGTTTGTATTTATTTATAT 4794
Qy 187 AATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAARAATTTAAT 246
11 [N 111 | PR et [y
Db 4795 GTTTAAATTTATATTGTATTTGTTTATATATTTATAATTTATTTATATATATTTGGTTAT 4854
Qy 247 CGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTAT 306
11 [ AR P |1 I 111
Db 4855 ATTTATTTATGTTTATATTTTATTTATATTTATTTATATGTATATTTATATTTATTTAAT 4914
Qy 307 nnoevovmaH>ewo>eeawe>&>>>>>ena>nmnaeneenv 347
A A O AN I ! K .
Db 4915 GTATTTATTTATATATATGTATATATATTTAGATTTATTTA 4955
RESULT 12
ABK33948
ID ABK33948 standard; DNA; 18997 BP.
XX
AC ABK33948;
XX
DT 18-JUN-2002 (first entry)
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Human DNA for staging of Astrocytomas #16.

Human; ds; astrocytoma; cytostatic; staging; cysteine methylation; CpG;
bisulphite; brain tissue; MALDI; ESI; electron spray mass spectrometry;
matrix assisted laser desorption/ionization mass spectrometry.

Homo sapiens.
W0200202808-A2.

10-JAN-2002.

02-JUL-2001; 2001WO-EP07538.

30-JUN-2000; 2000DE-1032529,
01-SEP-2000; 2000DE-1043826.

(EPIG-) EPIGENOMICS AG.

Olek A, Piepenbrock C, Berlin K;

WPI; 2002-171649/22.

Novel chemically modified genomic DNA sequences, useful in the
characterisation, classification, differentiation, grading, staging,
treatment and/or diagnosis of astrocytomas or predisposition to
astrocytomas -

Claim 1; SEQ ID No 31; 37pp; English.

The invention relates to a nucleic acid comprising a sequence (I) of at
least 18 bases in length of a segment of chemically pre-treated genomic
DNA which has any one of the sequences of (ABK33919-ABK34032) or its
complement. Also included are an oligonucleotide or peptide nucleic
acid (or set thereof) of at least 9 nucleotides which hybridises to (I)
primers for (I), probes for detecting cytosine methylation or single-
nucleotide polymorphisms (SNP) in (I), an array of oligomers

or peptide nucleic acids for analysing diseases agssociated with the
methylation states of the CpG dinucleotides of (I). The array is useful
for determining genetic and/or epigenetic parameters, classification,
differentiation, grading, staging, treatment and/or diagnosis of
astrocytomas, or the predisposition to astrocytomas by analysing cytosine
methylations, involves obtaining a biological sample containing genomic
DNA, extracting the genomic DNA, converting cytosine bases which are
unmethylated at the S-position, in the genomic DNA sample, to uracil or
another base which is dissimilar to cytosine in terms of hybridisation
behaviour, by chemical treatment and amplifying chemically pre-treated
genomic DNA fragments using the array and a polymerase, where the
amplificates carry a detectable label. The method further involves
identifying methylation status of one or more cytosine positions, and
analysing methylation status of the cytosine positions by reference to
one or more data sets. The genomic DNA is chemically treated by using a
bisulphite, hydrogen sulphite or disulphite. The amplification

step amplifies DNA which is of particular interest in astrocytoma or
brain tissue, based on the specific genomic methylation status of brain
tissues, as opposed to background DNA. The amplificates carry a
fluorescent label or radionuclide. Optionally, the labels of the
amplificates are detachable molecule fragments having a typical mass
which are detected in a mass spectrometer. The fragments of chemically
pre-treated genomic DNA to be amplified, have a single positive or
negative charge for a better detectability in the mass spectrometer.
Preferably, the amplificates or fragments of the amplificates are
detected by matrix assisted laser desorption/ionization mass spectrometry
(MALDI) or using electron spray mass spectrometry (ESI). The

present sequence is one of the chemically pre-treated reference DNA
samples of the invention. )

Note: The sequence data for this patent did not form part

of the printed specification, but was obtained in electronic

format directly from WIPO at

ftp.wipo.int/pub/published_pct_sequences.

Sequence 18997 BP; 4675 A; 299 C; 4016 G; 10007 T; O other;

us-09-941-042c-1.rng
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Query Match 13.2%; Score 60.4; DB 24; Length 18997;
Best Local Similarity 49.7%; Pred. No. 0.053;
Matches 154; Conservative 0; Mismatches 156; Indels 0; Gaps 0;

Qy 19 aeQe>04eemoa>oen>e>yennoe>o>>a>naeeoennneqnndwve>>>o>a>neanr 78
P i | | [ A LA 111

Db 13515 TTGAGGTTTTTTTTAATTTTGTGGGATTTTGATTTATATGTTTTTATTGAAATAATTTGG 13574

Qy 79 AATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTTGAGTTTA 138

P e rrer e e e e

Db 13575 TTATTATGATTATAATAATAATAATATTAATTTATTATTTTATTTATTTTTATGGATAAT 13634

Qy 139 ATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTAATGCTT 198
[ (AL e e 0 | AN |

Db 13635 TTTTTTTTTTTTTTTTTATATTTTTTTAAAATTTAATATCGTGTTTTTTATTTTAATGAT 13694

Qy 199 TATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTCG 258
P 1 bl I [ I A R R R e e

Db 13695 TATTATTAATAGTTTTTTATTTTTTTAGATTTTTTTTTAGATTTTAATTGAAATGATAAG 13754

Qy 259 ATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTACAGTTAT 318
e e b (AREREREEE I Pt b e

Db 13755 ATAATTATGTATATTATTATATGTAAATAAAATATTTTATTTTTTTTTTGAGACGGTTTT 13814

Qy 319 AGATTTATAT 328

R

Db 13815 GATTTGTTTT 13824

RESULT 13

ABL32570

ID ABL32570 standard; DNA; 18997 BP.

XX

aAC ABL32570;

XX X

DT 26-MAR-2002 (first entry)

XX

DE Human immune system assoclated gene SEQ ID NO: 543.

XX

KW Human; immune system disease; cytosine methylation; antiasthmatic;

KW antiarteriosclerotic; antianaemic; cytostatic; nootropic;

KW neuroprotective; anti-HIV; anticonvulsant; ophthalmological;

KW antirheumatic; antiarthritic; antidiabetic; antipsoriatic;

KW antiinflammatory: cancer; eye disease; arteriosclerosis; anaemia;

KW acute myeloid leukaemia; Alzheimer’s disease; -AIDS; epilepsy:

KW neurofibromatosis; rheumatoid arthritis; psoriasis; bowel disease;

KW gene; ds.

XX

0os Homo sapiens.

XX

PN  W0200200928-A2.

XX

PD 03-JAN-2002,

XX

PF 02-JUL-2001; 2001WO-EPQ07537.

XX

PR 30-JUN-2000; 2000DE-1032529.

PR 01-SEP-2000; 2000DE-1043826.

XX

PA (EPIG-) EPIGENOMICS AG.

XX

PI Olek A, Piepenbrock C, Berlin K;

XX

DR  WPI; 2002-130909/17.

XX

PT Nucleic acid comprising fragment of chemically modified gene, useful

PT for diagnosis and treatment of diseases associated with abnormal

PT cytosine methylation -

XX

PS Claim 1; SEQ ID NO 543; 32pp + Sequence Listing; German.

XX

[olo] The present invention provides a number of human immune system associated
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CC genes which are modified by the methylation of cytosines. The sequences DR  WPI; 2002-130909/17.
cc can be used in the diagnosis and treatment of immune system disorders, XX
cc including eye diseases such as retinopathy, neovascular glaucoma and PT Nucleic acid comprising fragment of chemically modified gene, useful
CC macular degeneration, arteriosclerosis, anaemia, cancer, acute myeloid : PT for diagnosis and treatment of diseases associated with abnormal
cc leukaemia, Alzheimer’s disease, AIDS, epilepsy, neurofibromatosis, PT cytosine methylation -
cec rheumatoid arthritis, psoriasis and inflammatory/ulcerative bowel XX
cC diseases. The present sequence is a gene of the invention. PS Claim 1; SEQ ID NO 1549; 32pp + Sequence Listing; German.
XX . XX
SQ - Sequence 18997 BP; 4675 A; 299.C; 4016 G; 10007 T; 0 other; CC The present invention provides a number of human immune system associated
: cc genes which are modified by the methylation of cytosines. The sequences
Query Match 13.2%; Score 60.4; DB 24; Length 18997; cc can be used in the diagnosis and treatment of immune system disorders,
Best Local Similarity 49.7%; Pred. No. 0.053; ' . CcC including eye diseases such as retinopathy, neovascular glaucoma and
Matches 154; Conservative 0; Mismatches 156; Indels 0; Gaps 0; cc macular degeneration, arteriosclerosis, anaemia, cancer, acute myeloid
cc leukaemia, Alzheimer’s disease, AIDS, epilepsy, neurofibromatosis,
Qy 19 TTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCTAATAAAGATACTTGA 78 CC . rheumatoid arthritis, psoriasis and inflammatory/ulcerative bowel
e e | [ Voo [ N [N . cc diseases. The present sequence is a gene of the invention.
Db 13515 TTGAGGTTTTTTTTAATTTTGTGGGATTTTGATTTATATGTTTTTATTGAAATAATTTGG 13574 XX .
. . SO0  Sequence 5925 BP; 1510 A; 105 C; 1246 G; 3064 T; 0 other;
Qy 79 AATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTTGAGTTTA 138 . . .
| T T T I O O O ey ey et Query Match 13.2%; Score 60.2; DB 24; Length 5925;
Db 13575 TTATTATGATTATAATAATAATAATATTAATTTATTATTTTATTTATTTTTATGGATAAT 13634 . Best Local Similarity 50.9%; Pred. No. 0.062;
' Matches 143; Conservative 0; .Mismatches 138; Indels 0; Gaps 0;
Qy 139 ATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAARATTTAATGCTT 198
e R PLELYE brer | | | BRI | Qy 65 ATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTA 124
Db 13635 TTTTTTTTTTTTTTTTTATATTTTTTTAAAATTTAATATCGTGTTTTTTATTTTAATGAT 13694 ’ VL 181 1t Ve 1 I PAELEE et
Db 2199 ATAAGGGATTTTTAGATATAATATTTTATATTAATTTTAAATGTATGTTTTTAAGAATTA 2258
Qy 199 TATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTCG 258
e |l 11 It |1 i (A RN ] | | Qy 125 GTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGA 184
Db 13695 TATTATTAATAGTTTTTTATTTTTTTAGATTTTTTTTTAGATTTTAATTGAAATGATAAG 13754 Frrrire e I [ (W el | | [
Db 2259 GAATTTTGAATTTGTTTTTTAGTTTAGGTTTGATATTATATATAGATTTGATTTGTTTTA 2318
Qy 259 ATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTACAGTTAT 318
AR | (KRN Terrerer ool | [N PELE | Qy 185 AAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTA 244
Db 13755 ATAATTATGTATATTATTATATGTAAATAAAATATTTTATTTTTTTTTTGAGACGGTTTT 13814 P Iy I I N e e
Db 2319 GGTTTATTAAGTATTGTTTTATTTAGATTTTATTTAAATTTTTTTTTTTTTTTAAATATT 2378
Qy 319 AGATTTATAT 328
[ . Qy 245 ATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAARAACTTACCCTAATT 304
Db 13815 GATTTGTTTT 13824 il 1l | LIELE] 111 111 Il 1 11
Db 2379 ATAATGATTTTTTATTTTTTTTTTTTTTTTGAGATATGGTTATAATTTTTTTGTTGTATA 2438
RESULT 14 ’ Qy 305 ATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTT 345
ABL33576 | | RENAR e
1D ABL33576 standard; DNA; 5925 BP. ’ . Db 2439 GTATTTTTTGTTGTAGTAAATTAATAAATTTAATGGGTTTT 2479
XX
AC ABL33576;
XX ’ . RESULT 15
DT 26-MAR-2002 (first entry) : ABL33569 -
XX . D ABL33569 standard; DNA; 8305 BP.
DE Human immune system associated gene SEQ ID NO: 1549. XX -
XX . AC  ABL33569;
KW Human;, immune system disease; cytosine methylation; antiasthmatic; . XX
KW antiarteriosclerotic; antianaemic; cytostatic; nootropic; DT 26-MAR-2002 (first entry)
KW neuroprotective; anti-HIV; anticonvulsant; ophthalmological; XX
KW antirheumatic; antiarthritic; antidiabetic; antipsoriatic; DE Human immune system associated gene SEQ ID NO: 1542.
KW antiinflammatory; cancer; eye disease; arteriosclerosis; anaemia; XX
KW acute myeloid leukaemia; Alzheimer’s disease; AIDS; epilepsy; . KW Human; immune system disease; cytosine methylation; antiasthmatic;
KW neurofibromatosis; rheumatoid arthritis; psoriasis; bowel disease; KW antiarteriosclerotic; antianaemic; cytostatic; nootropic;
KW gene; ds. KW neuroprotective; anti-HIV; anticonvulsant; ophthalmological;
XX KW antirheumatic; antiarthritic; antidiabetic; antipsoriatic;
0s Homo sapiens. ' KW antiinflammatory; cancer; eye disease; arteriosclerosis; anaemia;
XX KW acute myeloid leukaemia; Alzheimer’s disease; AIDS; epilepsy;
PN  WO0200200928-A2. . KW neurofibromatosis; rheumatoid arthritis; psoriasis; bowel disease;
XX KW gene; ds.
PD 03-JAN-2002. XX
XX . ) 0S Homo sapiens.
PF 02-JUL-2001; 2001WO-EP07537. XX
XX . PN W0200200928-A2.
PR 30-JUN-2000; 2000DE-1032529. XX
PR 01-SEP-2000; 2000DE-1043826. PD 03-JAN-2002.
XX . XX - )
PA (EPIG-) EPIGENOMICS AG. PF 02-JUL-2001; 2001WO-EP07537.
XX XX
PI Olek A, Piepenbrock C, Berlin K; PR 30-JUN-2000; 2000DE-1032529.
XX : : : PR 01-SEP-2000; 2000DE-1043826.
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XX
PA (EPIG-) EPIGENOMICS AG.
XX
PI  Olek A, Piepenbrock C, Berlin K; -
XX
DR WPI; 2002-130909/17.
XX
PT Nucleic acid comprising fragment of chemically modified gene, useful
PT for diagnosis and treatment of diseases assoclated with abnormal
PT cytosine methylation -
XX
PS Claim 1; SEQ ID NO 1542; 32pp + Sequence Listing; German.
XX . -
cC The present invention provides a number of human immune system associated
cc genes which are modified by the methylation of cytosines. The sequences
cC can be used in the diagnosis and treatment of immune system disorders,
CcC including eye diseases such as retinopathy, neovascular glaucoma and
cc macular degeneration, arteriosclerosis, anaemia, cancer, acute myeloid
cC leukaemia, Alzheimer’s disease, AIDS, epilepsy, neurofibromatosis,
(o] rheumatoid arthritis, psoriasis and inflammatory/ulcerative bowel
cC diseases. The present sequence is a gene of the invention.
XX
sQ Sequence 8305 BP; 2163 A; 185 C; 2060 G; 3897 T; 0 other;
Query Match 13.2%; Score 60; DB 24; Length 8305;

Best Local Similarity 48.0%; Pred. No. 0.066;
Matches 171; Conservative 0; Mismatches 185; 1Indels 0; Gaps 0;

Qy
Db’
Qy

‘Db
Qy
Db
Qy
Db
Qy
pb
Qy
Db

8 TATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCTAATA 67

Pl | b t | R | [
1882 TATTTATTATATAAATAATATATGTTATAAATATATAATATATTTAATATATATTTATTA 1941

68 AAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTA 127

L. [ JETE A FLEIEL 1Y 4] T
1942 AGAAATATATTATTATATATTATTAATTATATAATATATAATATATATTATATATTATAA 2001

128 TTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAA 187

[ AL I L e I B O I |
2002 TAATATATATAATATATAATATATATATTATATATTATAATAATATATATAATATATTAT 2061

188 ATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATC 247

L L A N N e e S e N A RN Y| [ A .
2062 AATATATTATATATTATTATAATATATATTATATATTTTATTATATATTATATATTATTA 2121

248 GGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATC 307

| A e A Y e (S
2122 TAATATATAATATATATTATATATTTTATTATATATTATATATTATTATAATATATATTA 2181

308 GGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAAT 363
Il (RN bl | bl [N
2182 TATATTTTTATTATATATTATTATAATATGTAATATATAATAATAATATATAATAT 2237

Search completed: June 9, 2003, 07:16:39
Job time : 192 secs

us-09-941-042c-1.rng
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GenCore version 5.1.6
Copyright (c) 1993 --2003 Compugen Ltd.

OM nucleic - nucleic search, using sw model

Run on: June 9, 2003, 07:13:20 ; Search time 44 Seconds
(without alignments)
3178.286 Million cell updates/sec
Title: US-09-941-042Cc-1
Perfect score: 456
Sequence: 1 ggaaacatattcaatacatt..........ggtaaaaagcagttacagag 456

Scoring table: IDENTITY_NUC
Gapop 10.0 , Gapext 1.0

Searched: 441362 seqs, 153338381 residues

Total number of hits satisfying chosen parameters: 882724

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%
Maximum Match 100%
Listing first 45 summaries

Database : Issued_Patents_NA:+
. :  /cgn2_6/ptodata/l/ina/S5A_COMB.seq:*
:  /cgn2_6/ptodata/l/ina/SB_COMB.seq:*
:  /cgn2_6/ptodata/l/ina/6A_COMB.seq:*
:  /cgn2_6/ptodata/l/ina/6B_COMB.seq:*
:  /cgn2_6/ptodata/l/ina/PCTUS_COMB.seq:*
:  /egn2_6/ptodata/l/inas/backfilesl.seq:*

Pred. No. is the number of results predicted by chance to have a
score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution.

SUMMARIES
%
Result Query
No. Score Match Length DB 1D Description

1 456 100.0 1030 UsS-08-508-786-5 Sequence 5, Appli
2 456 100.0 1030 PCT-US96-12158-5 Sequence 5, Appli
3 456 100.0 1294 UsS-08-508-786-4 Sequence 4, Appli
4 456 100.0 1294 PCT-US96-12158-4 -Sequence 4, Appli
5 456 100.0 1372 Us-08-508-786-3 Sequence 3, Appli
6 456 100.0 1372 PCT-US96-12158-3 Sequence 3, Appli
7 456 100.0 1988 US-08-508-786-2 Sequence 2, Appli
8 456 100.0 1988 PCT-US96-12158-2 Sequence’ 2, Appli
9 456 100.0 2010 US-08-508-786-1 Sequence 1, Appli
10 456 100.0 2010 PCT-US96-12158-1 Sequence 1, Appli
11 148 32.5 722 UsS-08-508-786-6 Sequence 6, Appli
12 148 32.5 722 PCT-US96-12158-6 Sequence 6, Appli

13 60.6 13.3 837
14 59.4 13.0 20674
15 55.6 " 12.2 636
16 52.8 - 11.6 615
17 52.8 11.6 1850
18 52.8 11.6 4098
19 52.6 11.5 319
20 52.6 - 11.5 1241
21 52.6 11.5 1241
c 22 51.4. 11.3 665
c 23 51.4 11.3° 3618

Us-08-998-416-288
US-09-641-638-651
US-08-998-416-1137
0S-08-998-416-186
US-08-617-860B-32
US-08-605-106-4
US-07-593-657-14
US-07-593-657-6
UsS-08-942-012B-3
US-08-883-795A-36
Us-07-872-678A-36
US-08-998-416-683
US-08-883-795A-36
USs-09-056-075-1
US-09-306-446C-8

Sequence 288, App
Sequence 651, App
Sequence 1137, Ap
Sequence 186, App
Sequence 32, Appl
Sequence 4, Appli
Sequence 14, Appl
‘Sequence 6, Appli
Sequence 3, Appli
. Sequence 36, Appl
Sequence 36, Appl
" Sequence 683, App
Sequence 36, Appl
Sequence 1, Appli
Sequence 8, Appli

25 50.8 11.1 665
c 26 49.8 10.9 6243
27 49.2 10.8 5108

BEONESERNNAERPENWEEEBRRINURUNDOND DO

us-09-941-042c-1.rni

Page 1
28 48.6 10.7 5852 1 US-07-867-106-2 Sequence 2, Appli
29 48.6 10.7 8920 2 US-08-446-855A-1 Sequence 1, Appli
30 48.6 10.7 8920 4 US-09-150-741-1 Sequence 1, Appli
c 31 48.4 10.6 19124 2 US-08-487-826B-13 Sequence 13, Appl
c 32 48.4 10.6 20674 4 US-09-641-638-651 Sequence 651, App
c 133 47.8 10.5 854 4 US-08-998-416-534 Sequence 534, App
c 34 47.8 10.5 860 4 US-08-998-416-287 Sequence 287, App
35 47.8 10.5 6124 4 US-08-213-419B-3 Sequence 3, Appli
c 36 47 .4 10.4 663 4 US-08-998-416-191 Sequence 191, App
37 47 .4 10.4 19124 2 US-08-487-826B-13 Sequence 13, Appl
c 38 47.2 10.4 615 4 US-08-998-416-186 Sequence 186, App
c 39 47.2 10.4 51952 3 US-08-947-823-1 Sequence 1, Appli
c 40 47 10.3 8920 2 US-08-446-855A-1 Sequence 1, Appli
c 41 47 10.3 8920 4 US-09-150-741-1 Sequence 1, Appli
c 42 46.8 10.3 162450 4 US-09-345-882-1 Sequence 1, Appli
c 43 46.6 10.2 7521 4 US-09-004-838-116 Sequence 116, App
c 44 46.4 10.2 636 4 US-08-998-416-1137 Sequence 1137, Ap
c 45 46.4 10.2 837 4 US-08-998-416-288 Sequence 288, App
ALIGNMENTS
\
RESULT 1 /
US-08-508-786-5 )
; Sequence 5, Application US/08508786 .
Patent No. 5837876 A
GENERAL INFORMATION:
APPLICANT: Conkling, Mark A.
APPLICANT: Mendu, Nandini
APPLICANT: Song, Wen
TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:
ADDRESSEE: . Kenneth D. Sibley; Bell, Seltzer, Park &
ADDRESSEE: Gibson
STREET: Post Office Drawer 34009
CITY: Charlotte
STATE: No. 5837876th Carolina
COUNTRY: USA
2IP: 28234
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: 1IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/508,786
FILING DATE:
CLASSIFICATION: 800
ATTORNEY/AGENT INFORMATION:
NAME: Sibley, Kenneth D.
REGISTRATION NUMBER: 31,665
REFERENCE/DOCKET NUMBER: 5051-294
TELECOMMUNICATION INFORMATION:
TELEPHONE: 919-420-2200
TELEFAX: 919-881-3175
INFORMATION FOR SEQ ID NO: 5:
SEQUENCE CHARACTERISTICS:
LENGTH: 1030 base pairs
TYPE: nucleic acid
STRANDEDNESS: single
TOPOLOGY: linear
MOLECULE TYPE: DNA (genomic)
S-08-508-786-5
Query Match 100.0%; Score 456; DB 2; Length 1030;
Best Local Similarity 100.0%; Pred. No. 5.5e-85;
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
PECTYEREE ettt [RRRRSERNAN TREEEEREREr ey
Db 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
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Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA
FLVTEV LR N RS L R L R bbbt
Db 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA
Qy . 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC
NN R RN AR RN R RN AR R RN R RN AR AR
bb - 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA
RN RN RN R R R R RN AR RN AR ER RN RRE AR
Db 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT
) I NN AN AR R AR R RN RN E AR RN
ob 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA
POVELETREY L L b e b e ettt
Db 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA
Qy . 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT
RN AR RN RN AR R RN RN AR RN [NRRN IRERRRRRARRRARE
Db 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
TEVEERRLE I b b e et
Db 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
RESULT 2

PCT-US96-12158-5

; Sequence 5, Application PC/TUSS612158

; GENERAL INFORMATION:

H APPLICANT: Conkling, Mark A.

H APPLICANT: Mendu, Nandini

H APPLICANT: Song, Wen

; TITLE OF INVENTION: Root Cortex Specific Gene Promoter
H NUMBER OF SEQUENCES: 9

; CORRESPONDENCE ADDRESS:

H ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park &
H ADDRESSEE: Gibson

H STREET: Post Office Drawer 34009

B CITY: Charlotte

H STATE: North Carolina

H COUNTRY: USA

: ZIP: 28234

; COMPUTER READABLE FORM:

; MEDIUM TYPE: Floppy disk

H COMPUTER: ‘IBM PC compatible

H OPERATING SYSTEM: PC-DOS/MS-DOS

H SOFTWARE: PatentIn Release #1.0, Version #1.30
H CURRENT APPLICATION DATA:

H APPLICATION NUMBER: PCT/US96/12158

; FILING DATE:

H CLASSIFICATION:

; ATTORNEY/AGENT INFORMATION:

; NAME: Sibley, Kenneth D.

H REGISTRATION NUMBER: 31,665 .
H REFERENCE/DOCKET NUMBER: 5051-294

H TELECOMMUNICATION INFORMATION:

H TELEPHONE: 919-420-2200

' TELEFAX: 919-881-3175

;i INFORMATION FOR SEQ ID NO: 5:

; SEQUENCE CHARACTERISTICS:

; LENGTH: 1030 base pairs

H TYPE: nucleic acid

; STRANDEDNESS: single

; TOPOLOGY: linear

; MOLECULE TYPE: DNA (genomic)

PCT-US96-12158-5

Query Match 100.0%; sScore 456; DB 5; Length 1030;

120
120
180
180
240
240
300
300
360
360
420
420

us-09-941-042c-1.rni

Qy .

Page 2

Best Local Similarity 100.0%; Pred. No. 5.5e-85;
Matches 456; Conservative 0; Mismatches 0; Indels

0; Gaps 0;

1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
FEVERREE AT T L b bbb e e e e e bbby

Db 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60

Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
PLERVLEETERE TR b e i bbb b b bbb bbb bbbl

Db 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120

Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180

. PEVETETETIE R et i e e bbb bbb b by b e bbb

Db 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180

Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
FECRRERERRA T e bbb e i b ey b b bbb b e er et

Db 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240

Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
FEEETELRTR R T CE R E e e e ey e e bbbttt

Db 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PEELETRLRET PR e e b ety b ey e e e e i et

Db 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360

Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PECEPEETER LRt e i e bbb i et e el re e

Db 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420

Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
VEVELEEELE L bV e rere i

Db 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456

RESULT 3 . &

US-08-508-786-4 *

7
i

H
;
‘

Sequence 4, Application US/08508786 5 B
Patent No. 5837876 Yo
GENERAL INFORMATION: .

APPLICANT: Conkling, Mark A.
APPLICANT: Mendu, Nandini
APPLICANT: Song, Wen
TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: 9 ’
CORRESPONDENCE ADDRESS:
ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park &
ADDRESSEE: Gibson
STREET: Post Office Drawer 34009
CITY: Charlotte
STATE: No. 5837876th Carolina
COUNTRY: USA
ZIP: 28234
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/508,786
FILING DATE:
CLASSIFICATION: 800
ATTORNEY/AGENT INFORMATION:
NAME: Sibley, Kenneth D.
REGISTRATION NUMBER: 31,665
REFERENCE/DOCKET NUMBER: 5051-294
TELECOMMUNICATION INFORMATION:
TELEPHONE: 919-420-2200
TELEFAX: 919-881-3175

INFORMATION FOR SEQ ID NO: 4:

' SEQUENCE CHARACTERISTICS:
LENGTH: 1294 base pairs
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TYPE: nucleic acid
STRANDEDNESS: single
TOPOLOGY: - linear

MOLECULE TYPE: DNA (genomic)

US-08-508-786-4

Query Match 100.0%; Score 456; DB 2; Length 1294;
Best Local Similarity 100.0%; Pred. No. 5.6e-85;
Matches 456; Conservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT
. FERLELLER TRy bttt b ey ey b ettt
Db 265 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA
1 1 FOETELEEL R e e e e el
Db 325 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC
It Il
Db 385 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA
FELETETELRLE R b e ey bbb e e b ey by ey
Db 445 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT
PELETETE SR B E e e e bbb b b b ey b e ey g
Db 505 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT
Qy 301 >>aePeOome>0>nae>a>a>aeeve>ewb>>>908vnOQHHOHHO>®$>O>&>OOH>>>
FERRREVRUET U PR bbb by et b e b e e e r it
Db 565 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA
Qy - 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT
FACLETELEERL e e e bt b e e e iietl
Db 625 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT
O%. 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
PEVETETETE Y L e T ey ey,
Db 685 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 720
RESULT 4

PCT-US96-12158-4
Sequence 4, Application PC/TUS9612158
GENERAL INFORMATION:

APPLICANT: Conkling, Mark A.
H APPLICANT: Mendu, Nandini
; APPLICANT: Song, Wen

TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: ¢
CORRESPONDENCE ADDRESS:

ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park &
ADDRESSEE: Gibson

STREET: Post Office Drawer 34009

CITY: Charlotte ’

STATE: North Carolina

COUNTRY: USA
ZIP: 28234

COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS .
SOFTWARE: PatentIn Release #1.0, Version #1.30

CURRENT APPLICATION DATA:
APPLICATION NUMBER: PCT/US96/12158
FILING DATE:
CLASSIFICATION:

ATTORNEY/AGENT INFORMATION:
NAME: Sibley, Kenneth D.
REGISTRATION NUMBER: 31,665
REFERENCE/DOCKET NUMBER: 5051-294

0;
60
324
120
384
180
444
240
504
300
564
360
624
420
684

us-09-941-042c-1.rni

Page 3
; TELECOMMUNICATION INFORMATION:
; TELEPHONE: 919-420-2200
i TELEFAX: 919-881-3175
; INFORMATION FOR SEQ ID NO: 4:
; SEQUENCE CHARACTERISTICS:
3 LENGTH: 1294 base pairs
; TYPE: nucleic acid
; STRANDEDNESS: single
H TOPOLOGY: linear
; MOLECULE TYPE: DNA (genomic)
PCT-US96-12158-4
Query Match 100.0%; Score 456; DB 5; Length 1294;
Best Local Similarity 100.0%; Pred. No. 5.6e-85;
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
L] [WANN 111 111 1111 NN RNRA
Db 265 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 324
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
[ARAN (RN RN R RN R RN NN RN ARy
Db 325 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 384
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
FECEREEEY R R R e e L e et
Db 385 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 444
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
TERECEETE R e b b by b e e b e e e e
Db 445 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 504
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
PR R L e R R e e ey
Db 505 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 564
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
TECRCEET R e bt e ettt b e b e et
Db . 565 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAR 624
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420 °
POEPELRIY e e e e e e e et et ey bbbt
Db 625 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 684
Qy 421 Ooa>oeeoeaoaa>e>mma>&¥>>nn>meqwown>o 456
TEEEELELLEYE PR LR e b bt
Db 685 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 720
RESULT 5
Us-08-508-786-3
; Sequence 3, Application US/08508786 . ) ¢
; Patent No. 5837876 U |
; GENERAL INFORMATION: - Yo "
; APPLICANT: Conkling, Mark A.
; APPLICANT: Mendu, Nandini
; APPLICANT: Song, Wen

TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:

ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park &
ADDRESSEE: Gibson
STREET: Post Office Drawer 34009
CITY: Charlotte
STATE: No. 5837876th Carolina
COUNTRY: USA
2IP: 28234
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible

OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
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; APPLICATION NUMBER: US/08/508,786
H FILING DATE:

H CLASSIFICATION: 800

; ATTORNEY/AGENT INFORMATION:

; NAME: Sibley, Kenneth D.

i REGISTRATION NUMBER: 31,665

H REFERENCE/DOCKET NUMBER: 5051-294
H TELECOMMUNICATION INFORMATION:

i TELEPHONE: 919-420-2200

i TELEFAX: 919-881-3175

;  INFORMATION FOR SEQ ID NO: 3:

; SEQUENCE CHARACTERISTICS:

H LENGTH: 1372 base pairs

; TYPE: nucleic acid

; STRANDEDNESS: single

; TOPOLOGY: linear

H MOLECULE TYPE: DNA (genomic)
Us-08-508-786-3 ‘

Query Match 100.0%; Score 456; DB 2; Length 1372;
Best Local Similarity 100.0%; Pred. No. 5.6e-85;
Matches 456; .Conservative 0; Mismatches 0; Indels 0; Gaps 0;

Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
. [ERRRERNN PELLLLLELETLLELT

Db 343 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 402

Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
FEEEELTLE LR L E PR ELEO R i e Err i il

Db 403 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 462

Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
FEELELEL AT R LR TR R L L L E TR L i el

Db 463 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 522

Qy . 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
FLERRTR O LRI CLE LT LR L e e

Db 523 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 582

Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
N FEELVETEEV LT ER LI T L R e i

Db 583 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 642

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
| FEVRLELVIL T LR TR R Lt

Db 643 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 702

Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PELALI VIR b

Db 703 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 762

Qy 421 CCTAGTTGTTGTTATAGGTAAARAGCAGTTACAGAG 456
LVTLLUL LR bRt

Db 763 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 798

RESULT 6

PCT-US96-12158-3
; Sequence 3, Application PC/TUS9612158 ’
GENERAL INFORMATION:
APPLICANT: Conkling, Mark A.
APPLICANT: Mendu, Nandini
APPLICANT: Song, Wen
TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:
ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park &
ADDRESSEE: Gibson
STREET: Post Office Drawer 34009.
CITY: Charlotte
STATE: North Carolina
COUNTRY: USA
ZIP: 28234

us-09-941-042c-1.rni : Page 4

; COMPUTER READABLE FORM:
; MEDIUM TYPE: Floppy disk

H COMPUTER: 1IBM PC compatible

H OPERATING SYSTEM: PC-DOS/MS-DOS

H SOFTWARE: PatentIn Release #1.0, Version #1.30
H CURRENT APPLICATION DATA: .

; APPLICATION NUMBER: PCT/US96/12158
; FILING DATE:

H CLASSIFICATION:

H ATTORNEY/AGENT INFORMATION:

H NAME: Sibley, Kenneth D.

H REGISTRATION NUMBER: 31,665

; REFERENCE/DOCKET NUMBER: 5051-294
H TELECOMMUNICATION INFORMATION:

; TELEPHONE: 919-420-2200

H TELEFAX: 919-881-3175

H INFORMATION FOR SEQ ID NO: 3:

; SEQUENCE CHARACTERISTICS:

H LENGTH: 1372 base pairs

; TYPE: nucleic acid

; STRANDEDNESS: single

; TOPOLOGY: linear

; MOLECULE TYPE: DNA (genomic)
PCT-US96-12158-3

Query Match 100.0%; Score 456; DB 5; Length 1372;
Best Local Similarity 100.0%; Pred. No. 5.6e-85;
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;

Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
T [NEN TET [ERERRRRRRNN 11

Db 343 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 402

Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
PEELEEEETEE et et e e e et ey e ettt el

Db 403 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 462

Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
PREPETETRER Ry e e ey e e bt et e b bbb e bbb e ey bbb el i

Db 463 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 522

Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240
FELELEERTEE et e ety b e bbb e et b e et e ety

Db 523 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 582

Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
FRLERRER DOttt b ety e e re et rn bt e eyl et

Db 583 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 642

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PEREVLEV RN e e e e e bbb b e bbb e e ey

Db 643 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 702

Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PERELCTELRIN R bR b s b e bbbk bbb e i

Db 703 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 762

Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
NN RN AR RN A AR RN RN RRRNANY!

Db 763 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 798

RESULT 7 ’

Us-08-508-786-2

Sequence 2, Application US/08508786

Patent No. 5837876

GENERAL INFORMATION: R
APPLICANT: Conkling, Mark A.
APPLICANT: Mendu, Nandini
APPLICANT: Song, Wen .
TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:




us-09-941-042c-1l.rxni
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ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park & i APPLICANT: Conkling, Mark A. -
ADDRESSEE: Gibson H APPLICANT: Mendu, Nandini
STREET: Post Office Drawer 34009 i APPLICANT: Song, Wen
CITY: Charlotte H TITLE OF INVENTION: Root Cortex Specific Gene Promoter
STATE: No. 5837876th Carolina H NUMBER OF SEQUENCES: 9
COUNTRY: USA ; CORRESPONDENCE ADDRESS:
Z2IP: 28234 H ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park &
COMPUTER READABLE FORM: | ' ADDRESSEE: Gibson
MEDIUM TYPE: Floppy disk ; STREET: Post Office Drawer 34009
COMPUTER: IBM PC compatible H CITY: Charlotte
OPERATING SYSTEM: PC-DOS/MS-DOS ; STATE: North Carolina
SOFTWARE: PatentIn Release #1.0, Version #1.30 H COUNTRY: USA
CURRENT APPLICATION DATA: : 2IP: 28234
APPLICATION NUMBER: US/08/508,786 . H COMPUTER READABLE FORM:
FILING DATE: ; MEDIUM TYPE: Floppy disk
CLASSIFICATION: 800 ; COMPUTER: 1IBM PC compatible
ATTORNEY/AGENT INFORMATION: ; OPERATING SYSTEM: PC-DOS/MS-DOS
NAME: Sibley, Kenneth D. H SOFTWARE: PatentIn Release #1.0, Version #1.30
REGISTRATION NUMBER: 31,665 ; CURRENT APPLICATION DATA:
REFERENCE/DOCKET NUMBER: 5051-294 H APPLICATION NUMBER: PCT/US96/12158
TELECOMMUNICATION INFORMATION: H * FILING DATE:
TELEPHONE: 919-420-2200 ; CLASSIFICATION:
TELEFAX: omo-mwu-qum H ATTORNEY/AGENT INFORMATION:
INFORMATION FOR SEQ ID NO: 2: ; NAME: Sibley, Kenneth D.
SEQUENCE CHARACTERISTICS: H REGISTRATION NUMBER: 31,665
LENGTH: 1988 base pairs H REFERENCE/DOCKET NUMBER: 5051-294
TYPE: nucleic acid H TELECOMMUNICATION INFORMATION:
STRANDEDNESS: single H TELEPHONE: 919-420-2200
TOPOLOGY: linear : TELEFAX: 919-881-3175
MOLECULE TYPE: DNA (genomic) ;  INFORMATION FOR SEQ ID NO: 2:
S-08-508-786-2 ; SEQUENCE CHARACTERISTICS:
: H LENGTH: 1988 base pairs -
Query Match 100.0%; Score 456; DB 2; Length 1988; : TYPE: nucleic acid
Best Local Similarity 100.0%; Pred. No. 5.8e-85; : ; STRANDEDNESS: single
Matches 456; Conservative 0; Mismatches 0; Indels 0; Gaps 0; H TOPOLOGY: linear
. : H MOLECULE TYPE: DNA (genomic)
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60 PCT-US96-12158-2
TRLRERERECRT et et bbb e e e b e b e e b e ey e
Db 959 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018 Query Match 100.0%; Score 456; DB 5; Length 1988;
Best Local Similarity 100.0%; Pred. No. 5.8e-85;
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120 Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
PEVEREY R RV R e ey e et e e e e b e el
Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 1078 . Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60
VEVELRLREOEY R ernnenyingl
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180 Db 959 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018
TEETRTER TN P e e e ey e v e e et ey it
Db 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138 Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120
INRRAR] IR EA RN RN RA TEEEENELT]
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240 Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 1078
. | I1E PELTELRLLLN (NN [LERA Y [ARRRER)
Db 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198 Qy 121 >eevna>aaean>oeeqywae>nea>aeoyoaeoe»)o>Qaeeae>e>>ﬂﬂnn>wononm 180
. POEVEEE R et e e e b b e e e ey e bt
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300 . Db 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138
PEVEPETRTE R e b e b b i e ety e e ettt .
. Db 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258 Qy 181 >am>>>b>eea>>aoneee>ea>naaea»bbnee>na>e>e>>>eaaaeo>qbﬂwﬂwwwﬂ 240
FOETELRE bR e et b et v e e e et
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360 Db . 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198
FEREREEER TR b e ey b e et e v e e e bbb e
Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318 Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300
PELERREI L Rt b e e et b b re et
Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420 Db 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258
TELREEEREY VL R e e e b e e b e e ey e e et R
Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378 Qy 301 w>eequnmawnvaeqweynmqaewa>e>b>>>aneynnnaanaenbnqﬂwqummﬁﬂwﬂ 360
FOCEELEER TR e e e b by e e e i
Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456 . Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318
AR NN AR RN AR RA NNy
Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414 : Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
, PEEYEREEE R b e e eyl
Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378
RESULT 8 .
PCT-US96-12158-2 Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
; Sequence 2, Application PC/TUS9612158 i NESRARRRANARNNREEND |
;  GENERAL INFORMATION: Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414
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Qy 361 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
PEEREERTEEEEV et b e e e e e e e gy b b bt i i |
RESULT 9 Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378
US-08-508-786-1
; Sequence 1, Application US/08508786 Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
Patent No. 5837876 PLORVLETP T R v b e ey el
GENERAL INFORMATION: Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414
APPLICANT: Conkling, Mark A.
APPLICANT: Mendu, Nandini
APPLICANT: Song, Wen RESULT 10
TITLE OF INVENTION: Root Cortex Specific Gene Promoter PCT-US96-12158-1
NUMBER OF SEQUENCES: 9 ; Sequence 1, Application PC/TUS9612158
CORRESPONDENCE ADDRESS: ;  GENERAL INFORMATION:
' ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park & H APPLICANT: Conkling, Mark A.
ADDRESSEE: Gibson ; APPLICANT: Mendu, Nandini
STREET: Post Office Drawer 34009 ; APPLICANT: Song, Wen
CITY: Charlotte . H TITLE OF INVENTION: Root Cortex Specific Gene Promoter
STATE: No. 5837876th Carolina ; NUMBER OF SEQUENCES: 9
COUNTRY: USA . H CORRESPONDENCE ADDRESS:
. ; ADDRESSEE: Kenneth D. Sibley; Bell, Seltzer, Park &
COMPUTER READABLE FORM: ; ADDRESSEE: Gibson .

MEDIUM TYPE: Floppy disk )
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/508,786
FILING DATE:
CLASSIFICATION: 800
ATTORNEY/AGENT INFORMATION:
NAME: Sibley, Kenneth D.
REGISTRATION NUMBER: 31,665
REFERENCE/DOCKET NUMBER: 5051-294
TELECOMMUNICATION INFORMATION:
TELEPHONE: 919-420-2200

STREET: Post Office Drawer 34009
CITY: Charlotte
STATE: North Carolina
COUNTRY: USA
2IP: 28234
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: PCT/US96/12158
FILING DATE:
; CLASSIFICATION:
; TELEFAX: 919-881-3175 L. : ATTORNEY/AGENT INFORMATION:
; INFORMATION FOR SEQ ID NO: 1: NAME: Sibley, Kenneth D.
H SEQUENCE CHARACTERISTICS: REGISTRATION NUMBER: 31,665
; LENGTH: 2010 base pairs : REFERENCE/DOCKET NUMBER: 5051-294
; TYPE: nucleic acid ; TELECOMMUNICATION INFORMATION:
H STRANDEDNESS: single TELEPHONE: 919-420-2200
;
i
U

;
;
H ZIP: 28234
i
;
i
;
;

TOPOLOGY: linear TELEFAX: 919-881-3175
MOLECULE TYPE: DNA (genomic) INFORMATION FOR SEQ ID NO: 1:
$-08-508-786-1 SEQUENCE CHARACTERISTICS:
LENGTH: 2010 base pairs

Query Match 100.0%; Score 456; DB 2; Length 2010; TYPE: nucleic acid
Best .Local Similarity 100.0%; Pred. No. 5.8e-85; ) ; STRANDEDNESS: single
Matches 456; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0; B TOPOLOGY: linear
H MOLECULE TYPE: DNA (genomic)
Qy 1 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 60 PCT-US96-12158-1
PERUCRRRIRLRER et e RN AN RARERRERERERRR
Db 959 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018 Query Match 100.0%; Score 456; DB 5; Length 2010;
Best Local Similarity 100.0%; © Pred. No. 5.8e-85;
Qy 61 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 120 Matches 456; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
LR b it e e e ey (RN VLT
Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 1078 Qy 1 oo>>>o>e>eeo>>e>n>eeoe>oeaenne>nen>e>>qoooewmx>ewoeeaaeonmﬂﬂ 60
(RN 1} 1 LI (AR EARRARREN |
Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180 Db 959 GGAAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTT 1018
FLETRERTRIRLRER T e v v bbb e e bbb i
Db . 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138 - Qy 61 one>>a>>>o>e>oeem>>>a>nnae>oqeq»>>q>q>>>q>mnwey>a>o>eaae>no4 120
. PECRREEEET T et e b b bbb e e et
Qy 181 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 240 Db 1019 GCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGA 1078
LR TEER T bbb E b L R e b b i ekt
Db 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198 Qy 121 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 180
: ) - TRV i bt e e b b v e ey tn e bbbt
Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 300 Db 1079 ATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCC 1138
RN NN RN SRR AN AR R AR RN AR RARAED]
Db 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258 Qy 181 >en>>>>>qea>>enneeewqq>aaeaey>>oqevne>e>q>>>aeqeaoyawaoq>w>y 240
’ PEEREEETEE e i ettt e et e e bbb bbb
Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360 Db 1139 ATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAA 1198

! PELTERLE VR R R T R R R i i
Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318 Qy 241 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAARAACTTACCCT 300
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Db 1199 TTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCT 1258

Qy 301 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 360
PEVERLERLE R R R e R et b b i e ettt

Db 1259 AATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAA 1318

Qy 361 AATCGGTTCGGTGCGGACGGTTCCATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 420
FEREVRTEIRTEE e b e et e et ety ettt ererererentd

Db 1319 AATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACT 1378

Qy 421 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 456
RERNESAR AR RN RN AR R R RN RRARRARRR

Db 1379 CCTAGTTGTTGTTATAGGTAAAAAGCAGTTACAGAG 1414

RESULT 11

US-08-508-786-6

C) S+ S e e e ne e me S Na ne Ta Ne Se S ve Ne Ne Ve Se %a e %o Se o SeoSe we se w ~.‘~. e ma we %o we o we we e

Query Match
Best Local Similarity
Matches 148;

Qy
Db
Qy
Db
Qy
Db

Sequence 6, Application US/08508786
Patent No. 5837876

S-

GENERAL INFORMATION:
APPLICANT: Conkling, Mark A.
APPLICANT: Mendu, Nandini
APPLICANT: Song, Wen
TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:

ADDRESSEE: ' Kenneth D. Sibley; Bell, Seltzer, Park &
ADDRESSEE: Gibson ’
STREET: Post Office Drawer 34009
CITY: Charlotte
STATE: No. 5837876th Carolina
COUNTRY: USA
2IP: 28234
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS .
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/508,786
FILING DATE:
CLASSIFICATION: 800
ATTORNEY/AGENT INFORMATION:
NAME: Sibley, Kenneth D.
REGISTRATION NUMBER: 31,665
REFERENCE/DOCKET NUMBER: 5051-294
TELECOMMUNICATION INFORMATION:
TELEPHONE: 919-420-2200
TELEFAX: 919-881-3175
INFORMATION FOR SEQ ID NO: 6:
SEQUENCE CHARACTERISTICS:
LENGTH: 722 base pairs
TYPE: nucleic acid
STRANDEDNESS: single
TOPOLOGY: linear
MOLECULE TYPE: DNA (genomic)
08-508-786-6

32,5%;
100.0%;
Conservative 0;

Score 148; DB 2;
Pred. No. 2.6e-22;
Mismatches 0;

Length 722;
Indels 0; Gaps 0;

309 GTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTT 368

CEREREEE PR et e e e b e i b e e iy i i e e e
1 GTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTT 60

369 CGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTG 428

N N NN NNy
61 CGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTG 120

429 TTGTTATAGGTAAAAAGCAGTTACAGAG 456

LRLErereereree e
121 TTGTTATAGGTAAAAAGCAGTTACAGAG 148

us~09-941-042c-1.rni
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RESULT 12

PCT-US96-12158-6

; Sequence 6, Application PC/TUS9612158
GENERAL INFORMATION:

APPLICANT: Conkling, Mark A.
APPLICANT: Mendu, Nandini
APPLICANT: Song, Wen

TITLE OF INVENTION: Root Cortex Specific Gene Promoter
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:

i
;
i
; ADDRESSEE:

Kenneth D. Sibley; Bell, Seltzer, Park &
ADDRESSEE: Gibson
STREET: Post Office Drawer 34009
CITY: Charlotte
STATE: North Carolina

COUNTRY: USA
2IP: 28234

COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30

i

H CURRENT APPLICATION DATA:
; APPLICATION NUMBER: PCT/US96/12158
H FILING DATE:

H CLASSIFICATION:

; ATTORNEY/AGENT INFORMATION:

e NAME: Sibley, Kenneth D.
; REGISTRATION NUMBER: 31,665

; REFERENCE/DOCKET NUMBER: 5051-294
; TELECOMMUNICATION INFORMATION:

; TELEPHONE: 919-420-2200

; TELEFAX: 919-881-3175

;  INFORMATION FOR SEQ ID NO: 6:

H SEQUENCE CHARACTERISTICS:

[ LENGTH: 722 base pairs

; TYPE: nucleic acid

: STRANDEDNESS: - single

H TOPOLOGY: linear

H MOLECULE TYPE: DNA (genomic)
PCT-US96-12158-6

Query Match 32.5%; Score 148; DB 5; Length 722;
Best Local Similarity 100.0%; Pred. No. 2.6e-22;
Matches 148; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 309 GTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTT 368
PEERTEEE PR RE VB bt e b e el AN |
Db 1 GTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTT 60
Qy 369 CGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTG 428
RN TELERTET R e et e e e b e e et
Db 61 CGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTG 120
Qy 429 TTGTTATAGGTAAAAAGCAGTTACAGAG 456
PEVEVELREN TR e R enen
Db 121 TTGTTATAGGTAAAAAGCAGTTACAGAG 148

RESULT 13

US-08-998-416-288

; Sequence 288, Application US/08998416
; Patent No. 6239264

;  GENERAL INFORMATION:

] APPLICANT: Philippsen, Peter

H APPLICANT: Pohlmann, Rainer

H APPLICANT: Steiner, Sabine

; APPLICANT: Mohr, Christine

; APPLICANT: Wendland, Jurgen

; APPLICANT: Knechtle, Philipp

; APPLICANT: Rebischung, Corinne
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TITLE OF INVENTION:

H GENOMIC DNA SEQUENCES OF ASHBYA GOSSYPII
; TITLE OF INVENTION:

AND USES THEREOF

NUMBER OF SEQUENCES: 1152

Oowzmmvozumznm ADDRESS:
ADDRESSEE:
STREET:
CITY:
STATE:

No. 6239264artis Corporation
3054 Cornwallis Road
Research Triangle Park
No. 6239264th Carolina
COUNTRY: USA
zIp: 27709
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30

i
i

i

;

; CURRENT APPLICATION DATA:

H APPLICATION NUMBER: US/08/998,416
; FILING DATE: 24-DEC-1997

H CLASSIFICATION: 435

H PRIOR APPLICATION DATA:

: APPLICATION NUMBER: CH 0016/97

H FILING DATE: 31-DEC-1996

H ATTORNEY/AGENT INFORMATION:
i

;

i

i

i

;

;

I

U

NAME: Meigs, J. Timothy
REGISTRATION NUMBER: 38,241
REFERENCE/DOCKET NUMBER: PF/5-30306/A/CGC1976
TELECOMMUNICATION INFORMATION:
TELEPHONE: 919-541-8587
TELEFAX: 919-541-8689
INFORMATION FOR SEQ ID NO: 288:
SEQUENCE CHARACTERISTICS:
LENGTH: 837 base pairs
TYPE: nucleic acid
STRANDEDNESS: single
TOPOLOGY: linear
MOLECULE TYPE: DNA (genomic)
ORIGINAL SOURCE:
ORGANISM: PAG1241RP
S$-08-998-416-288
Query Match 13.3%; Score 60.6; DB 4; Length 837;
Best Local Similarity 51.1%; Pred. No. 0.00016;
Matches 168; Conservative 0; Mismatches 159; 1Indels 2; Gaps
Qy 4 AACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCT 63
RN I I I I T T |
Db 234 AAATTAGTTATTAAAATATTATTAGATATTATTATTTTCTTTAATAAATTATTAAATAGA 29
Qy 64 >>e>>>o>a>Oaen>b>eﬁnnee>Qeea>>>a>a>>>ebon>e>>e>o>aeqebon>>ae 12
| [ | [ b e e
Db 294 TTATCAATAATTAATATATTATTTATTAATTGTTTATTAAAATAATATATTTTATTATTA 35
Qy 124 AGTATTTTGAGTTTAATTACTTATTG - -ACTTGTAACAGTTTTTATAATTCCAAGGCCCA 18
Eod b L i b bt ke |
Db 354 TAAAGATTTAATTTATTTAAATATTGTAAATTATTATTTTTATTATAATATCTATTTTTA 41
Qy 182 TGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAAT 24
L i FVERE b b el e i LIt
bb 414 TAAATATTATGTTGATTTATATTATTTAATCTTTTTATAAGAATTATTATTAAAATTAAT 47
Qy 242 TTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTA 30
L0t | (I AL L K
Db 474 TTTAACTTTAATTTCTTATTATTAATTTTTATATTATTTAATAAATTATATTTCATTTTA 53
Qy 302 ATTATCGGTACAGTTATAGATTTATATAA. 330
i) [ [
Db 534 TTTATTTATTTATTTAATTAAATTAATTA 562
- RESULT 14

US-09-641-638-651
; Sequence 651, Application US/09641638
; Patent No. 6432648

1;

3
3
3
1
3
1
3
1
3

us-09-941-042c-1.rni
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GENERAL INFORMATION:

APPLICANT: Blumenfeld, Marta
APPLICANT: Bougueleret, Lydie
APPLICANT: Chumakov, Ilya
APPLICANT: Cohen, Annick

TITLE OF INVENTION: BIALLELIC MARKERS DERIVED FROM GENOMIC REGIONS CARRYING
TITLE OF INVENTION: GENES INVOLVED IN ARACHIDONIC ACID METABOLISM
FILE REFERENCE: GENSET.051CP1
CURRENT APPLICATION NUMBER: US/09/641,638
CURRENT FILING DATE: 2000-08-16
PRIOR APPLICATION NUMBER: US 09/502,330
PRIOR FILING DATE: 2000-02-11
PRIOR APPLICATION NUMBER: US 60/133,200
PRIOR FILING DATE: 1999-05-07 -
PRIOR APPLICATION NUMBER: US 09/275,267
PRIOR FILING DATE: 1999-03-23
PRIOR APPLICATION NUMBER: US 60/119,917
PRIOR FILING DATE: 1999-02-12
NUMBER OF SEQ ID NOS: 1304
SOFTWARE: Patent.pm
SEQ ID NO 651
LENGTH: 20674
TYPE: DNA
ORGANISM: Homo sapiens
FEATURE:
NAME/KEY: misc_feature
LOCATION: 1123..3123
OTHER INFORMATION: 5‘regulatory region
NAME/KEY: exon
LOCATION: 3124..3297
OTHER INFORMATION: exon 1 .
NAME/KEY: exon
- LOCATION: 3871..4072
OTHER INFORMATION: exon 2
NAME/KEY: exon
LOCATION: 5552..5633
OTHER INFORMATION: exon 3
NAME/KEY: exon
LOCATION: 5758..5880
OTHER INFORMATION: exon 4
NAME/KEY: exon
LOCATION: 5396..6099
OTHER INFORMATION: exon 5
NAME/KEY: exon
LOCATION: 6349..6509
OTHER INFORMATION: exon 6
NAME/KEY: exon
LOCATION: 7379..7522
OTHER INFORMATION: exon 7
NAME/KEY: exon
LOCATION: 8645..8854
OTHER INFORMATION: exon 8
NAME/KEY: exon
LOCATION: 12254..12340
OTHER INFORMATION: exon 9
NAME/KEY: exon
LOCATION: 12854..13023
OTHER INFORMATION: exon 10
NAME/KEY: exon
LOCATION: 13308..13429
OTHER INFORMATION: exon 11
NAME/KEY: exon
LOCATION: 16567..16667
OTHER INFORMATION: exon 12
NAME/KEY: exon
LOCATION: 16775..16945
OTHER INFORMATION: exon 13
NAME/KEY : exon
LOCATION: pqomu.‘uqmma
OTHER INFORMATION: exon 14
NAME/KEY: misc_feature
LOCATION: 17555..20674
OTHER INFORMATION: 3’requlatory region



Mon Jun
NAME/KEY: allele
LOCATION: 1128

OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 1182
OTHER INFORMATION:
NAME/KEY: allele

LOCATION: 1559
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 1570

OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 1827
OTHER INFORMATION:

NAME/KEY: allele
LOCATION: 2048
OTHER INFORMATION:
NAME/KEY: allele

LOCATION: 2323
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 2341
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 2623
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 2832
OTHER INFORMATION:

NAME/KEY: allele
LOCATION: 2844
OTHER INFORMATION:
NAME/KEY: allele

LOCATION: 2934
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 2947
OTHER INFORMATION:

NAME/KEY: allele
LOCATION: 3802
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 4062
OTHER INFORMATION:
NAME/KEY: allele

LOCATION: 4088
OTHER INFORMATION:

NAME/KEY: allele
LOCATION: 4109
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 4170
OTHER INFORMATION:
NAME/KEY: allele

LOCATION: 5903
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 6019
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 6141
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 6183
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 6338
OTHER INFORMATION:
NAME/KEY: allele
LOCATION: 6375 °
OTHER INFORMATION:
NAME/KEY: allele

10-508-191
10-508-245
10-509-284
10-509-295
10-510-173
10-511-62

10-511-337
10-512-36

10-512-318
10-513-250
10-513-262
10-513-352
10-513-365
12-206-81

10-343-231
12-206-366
10-343-278
10-343-339
10-346-23

Ho-uha-pap
10-346-263
10-346-305
10-347-74

10-347-111

9 10:52:29 2003

: polymorphic base C or T
: polymorphic base C or T
: polymorphic base C or T
: deletion of C

: variable motif ATTTA or TTTTTT
polymorphic base C or T
: insertion of T
polymorphic base G or C
: polymorphic base A or G
: polymorphic base A or G
: polymorphic base C or T
: polymorphic base A or G
: polymorphic base A or G
polymorphic base A or G
: deletion of C

: polymorphic base C or T
: polymorphic base C or T
: vo~<so~vv»o base G or T
mo~<EONb:»n base A or G
: polymorphic base A or G
: polymorphic base G or C
: polymorphic base C or T
polymorphic base A or G

: polymorphic base G or C

us-09-941-042c-1l.rni

AATTTTAATATTAAATTAATTTAATTTAATATTAATTTAACTTAATTTAATTTAATATTA

Page 9
; LOCATION: 6429
: OTHER INFORMATION: 10-347-165 : polymorphic base C or T
; NAME/KEY: allele
; LOCATION: 6467
; OTHER INFORMATION: 10-347-203 : polymorphic base A or G
H NAME/KEY: allele
H LOCATION: 6484
H OTHER INFORMATION: 10-347-220 : polymorphic base A or G
H NAME/KEY: allele
i LOCATION: 6534
; OTHER INFORMATION: 10-347-271 : polymorphic base A or T
; NAME/KEY: allele
i LOCATION: 6611
H OTHER INFORMATION: 10-347-348 : polymorphic base A or G
H NAME/KEY: allele
H LOCATION: 7668
; OTHER INFORMATION: 10-348-391 : polymorphic base A or G
H NAME/KEY: allele
; LOCATION: 8608
H OTHER INFORMATION: 10-349-47 : polymorphic base C or T
; NAME/KEY: allele
; LOCATION: 8658
; OTHER INFORMATION: 10-349-97 : polymorphic base A or G
H NAME/KEY: allele -
; LOCATION: 8703
H OTHER INFORMATION: 10-349-142 : polymorphic base G or C
; NAME/KEY: allele
; LOCATION: 8777 ’
H OTHER INFORMATION: 10-349-216 : deletion of CTG
H NAME/KEY: allele
; LOCATION: 8785 .
B OTHER INFORMATION: 10-349-224 : polymorphic base G or T
H NAME/KEY: allele :
H LOCATION: 8926
H OTHER INFORMATION: 10-349-368 : polymorphic base C or T
; NAME/KEY: allele
H LOCATION: 12171
; OTHER INFORMATION: 10-350-72 : polymorphic base C or T
i NAME/KEY: allele
; - LOCATION: 12429
; OTHER INFORMATION: 10-350-332 : polymorphic base C or T
H NAME/KEY: allele
H LOCATION: 13341
; OTHER' INFORMATION: 10-507-170 : polymorphic base A or G
H NAME/KEY: allele
i LOCATION: 13492
; OTHER INFORMATION: 10-507-321 : polymorphic base A or C
; NAME/KEY: allele
H LOCATION: 13524
;, OTHER INFORMATION: 10-507-353 : polymorphic base C or T
H NAME/KEY: allele
H LOCATION: 13535
Query Match 13,0%; Score 59.4; DB 4; Length 20674;
Best Local Similarity 49,5%; Pred. No. 0.00036;
Matches 153; Conservative 0; Mismatches 156; 1Indels 0; Gaps 0;
Qy 51 TTTGTGCCTTGCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATA 110
o | I I HEE e Il (LR
Db 11064 TTTTTTAATAGCTAAGGAAAATATTTTAATATTTTTAATTTAATAAATTTTAATTTAATA 11123
Qy 111 GATTTTAGGAATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAAT 170
I B e H [N [
Db 11124 TTAAAATTAAAATTTTAATTTAATATTAAATTAAAATTTTAATTTTAAATAAATAATTAA 11183
Qy 171 TCCAAGGCCCATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTC 230
| PEVEVEDD 1 L [
Db 11184 AATTTAAATAAATTTAAATTTAAAATTTAAATTTAATTTTAAATAAACATTTAAATTTTT 11243
Qy 231 ATATGTAAAATTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAA 290
Pt N R N AR N R N NN A RN |
Db 11244 11303
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Qy 291 AACTTACCCTAATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAA 350 Qy 124 AGTATTTTGAGTTTAATTACTTATTG- -ACTTGTAACAGTTTTTATAATTCCAAGGCCCA 181

Db 11304 ATTTAACTIATIIANTTAATITAATATTANTAAAITTTANATTTITATHITANA 11363 Sb | 354 TANAGATITAATITATTTAAATATICTAAAITATTAITTIIATTATAATATCTATTTITA 413
- Qy 351 GAAACCTAA 359 : Qy 182 eoy>>>>aea»>eoneee>ee»neeee>>>nee>nqwewqy>yeqaqan>e>anq>y>wq 241
Db 11364 TIAMTTIAA 1137 . o 416 TAAATATTATGTICATTTATATTATTTANTCTTTTTATAAGRATTATTATTARANTTAAT. 473
: | - . Qy 242 TTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAA 285
RESULT 15 L T N T N A A S R A A T

US-08-998~-416-1137 . Db 474 TTTAACTTTAATTTCTTATTATTAATTTTTATATTATTTAATAA 517
Sequence 1137, Application US/08998416 :
Patent No. 6239264
GENERAL INFORMATION: Search completed: June 9, 2003, 08:04:35
APPLICANT: Philippsen, Peter . Job time : 46 secs
APPLICANT: Pohlmann, Rainer
APPLICANT: Steiner, Sabine
APPLICANT: Mohr, Christine
APPLICANT: Wendland, Jurgen
APPLICANT: Knechtle, Philipp
APPLICANT: Rebischung, Corinne
TITLE OF INVENTION: GENOMIC DNA SEQUENCES OF ASHBYA GOSSYPII
TITLE OF INVENTION: AND USES THEREOF
NUMBER OF SEQUENCES: 1152
CORRESPONDENCE ADDRESS:
ADDRESSEE: No. 6239264artis Corporation
STREET: 3054 Cornwallis Road
CITY: Research Triangle Park
STATE: No. 6239264th Carolina
-COUNTRY: USA .
ZIP: 27709
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/998,416
FILING DATE: 24-DEC-1997
CLASSIFICATION: 435
PRIOR APPLICATION DATA: ;
APPLICATION NUMBER: CH 0016/97 .
FILING DATE: 31-DEC-1996
ATTORNEY/AGENT INFORMATION:
NAME: Melgs, J. Timothy
REGISTRATION NUMBER: 38,241
REFERENCE/DOCKET NUMBER: PF/5-30306/A/CGC1976
TELECOMMUNICATION INFORMATION:
TELEPHONE: 919-541-8587
TELEFAX: 919-541-8689
INFORMATION FOR SEQ ID NO: 1137:
SEQUENCE CHARACTERISTICS:
LENGTH: 636 base pairs
TYPE: nucleic acid
STRANDEDNESS: single
TOPOLOGY: linear
MOLECULE TYPE: DNA (genomic)
ORIGINAL SOURCE:
ORGANISM: PAG1692RP
S$-08-998-416-1137

€0 >+ e ms e me me e we ws e Se %o Ne N w0 me wa %e e Se o Se o Ne e Se Ne %s e Ne ne we me Se Se v me e w.

Query Match 12.2%; Score 55.6; DB 4; Length 636;
Best Local Similarity 52.1%; Pred. No. 0.0016;
Matches 148; Conservative 0; Mismatches 134; 1Indels 2; Gaps 1;

Qy 4 AACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCT 63 . .
O O A S A A N e AN A |

Db 234 AAATTAGTTATTAAAATATTATTAGATATTATTATTTTCTTTAATAAATTATTAAATAGA 293

Qy 64 AATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATT 123

| Il | o bt e vl
Db 294 TTATCAATAATTAATATATTATTTATTAATTGTTTATTAAAATAATATATTTTATTATTA 353
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GenCore version 5.1.6
Copyright (c) 1993 - 2003 Compugen Ltd.

OM nucleic - nucleic search, using sw model
Run on: June 9, 2003, 07:10:45 ; Search time 125 Seconds

(without alignments)
5105.512 Million cell updates/sec

Title: US-09-941-042C-1
Perfect score: 456 .
Sequence: 1 ggaaacatattcaatacatt..........ggtaaaaagcagttacagag 456

Scoring table: IDENTITY_NUC
Gapop 10.0 , Gapext 1.0

Searched: 870385 seqs, 699768693 residues

Total number of hits satisfying chosen parameters: 1740770

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%

Maximum Match 100%

Listing first 45 summaries
Database : Published_Applications_NA:* )
/cgn2_6/ptodata/1/pubpna/US07_PUBCOMB.seq:*
/cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB.seq:*
/cgn2_6/ptodata/l/pubpna/US06_NEW_PUB.seq:*
/cgn2_6/ptodata/l/pubpna/US06_PUBCOMB.seq:*
/cgn2_6/ptodata/l/pubpna/USO07_NEW_PUB .seq:*
/cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB.seq:*
/cgn2_6/ptodata/1/pubpna/US08_NEW_PUB.seq:*
/cgn2_6/ptodata/1/pubpna/US08_PUBCOMB.seq: *
/cgn2_6/ptodata/1/pubpna/US09_NEW_PUB.seq:*
/cgn2_6/ptodata/1/pubpna/US09_PUBCOMB.seq:*
11: /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB.seq:*
12: /cgn2_6/ptodata/l/pubpna/US10_PUBCOMB.seq:*
13: /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB.seq:*
14: /cgn2_6/ptodata/1/pubpna/US60_PUBCOMB.seq:*

O e se s v se es ve we e

OO WN R

Pred. No. is the number of -results predicted by chance to have a
score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution.

SUMMARIES
%
Result Query

No. Score Match Length DB 1ID Description

us-09-941-042c~1.xrnpb

c 1 58.2 12.8 858 9 US-10-198-846-7035 Sequence 7035, Ap
2 57 12.5 53332 9 US-10-224-562-3 Sequence 3, Appli
3 57 12,5 53332 10 US-09-801-861-3 Sequence 3, Appli
[o] 4 54 .4 11.9 6327 9 US-10-239-676-151 Sequence 151, App
5 53.6 11.8 14078 7 US-08-781-986A-191 Sequence 191, App
c 6 53.6 11.8 513509 9 US-09-754-853A-4. Sequence 4, Appli
c i 53.4 11.7 272 10 US-09-969-373-607 Sequence 607, App
c 8 53.4 11.7 272 10 US-09-969-373-608 Sequence 608, App
9 53 11.6 6030 9 US-10-239-676-164 Sequence 164, App
10 53 11.6 15732 9 0S5-10-239-676-96 Sequence 96, Appl
11 52.8 11.6 11047 9 US-10-239-676-187 Sequence 187, App
12 52.6 11.5 3991 9 US-10-074-045-60 Sequence 60, Appl
13 52.4 11.5 4985 9 US-10-094-240-10 Sequence 10, Appl
c 14 52.2 11.4 3991 9 US-10-074-045-60 Sequence 60, Appl
15 52 11.4 376 10 US-09-960-352-5087 Sequence 5087, Ap
c 16 . 51.6 11.3 640681 10 US-09-790-988-1 Sequence 1, Appli
17 51.4 11.3 7380 9 US-10-239-676-66 Sequence 66, Appl
c 18 51.4 11.3 17421 9 US-10-239-676-54 Sequence 54, Appl
c 19 51.2 11.2 2000 9 US-09-938-842A-3652 Sequence 3652, Ap

Page 1

20 50.6 11.1 9515 9 US-10-239-676-159

21 50.4 11.1 640681 10 0US-09-790-988-1

22 50.2 11.0 7823 9 US-10-239-676-197
419 10 US-09-960-352-11234
24 50 11.0 5689 9 US-10-239-676-90

25 49.6 10.9 414 10 US-09-960-352-6528
26 49.6 10.9. © 437 10 US-09-969-373-937

Sequence 159, App
Sequence 1, Appli
Sequence 197, App
Sequence 11234, A
Sequence 90, Appl
Sequence 6528, Ap
Sequence 937, App

[0}

»
w
v
o
-
=
©

c

c 27 49.6 10.9 335913 US-09-754-853A-2 Sequence 2, Appli

c 28 49.6 10.9 335913 US-09-754-853A-3 Sequence 3, Appli

c 29 49.4 10.8 424 US-10-198-846-2929 Sequence 2929, Ap
30 49.4 10.8 11036 US-10-239-676-118 Sequence 118, App
31 49.4 10.8 15732 US-10-239-676-95 Sequence 95, Appl

c 32 49.4 10.8 15732 US-10-239-676-96 Sequence 96, Appl
33 49 10.7 960 US-10-198-846-6381 Sequence 6381, Ap
34 49 10.7 4187 US-10-072-349-252 Sequence 252, App
35 49 10.7 4187 0 US-09-764-855-252 Sequence 252, App

36 48.8 10.7 5979
37 48.8 10.7 6306
38 48.8 10.7 6815
c 39 48.8 10.7 7038
40 48.6 - 10.7 714
41 48.6 10.7 7089
42 48.6 10.7 8842
43 48.6 10.7 12405
48.4 10.6 12003
45 48.4 10.6 30350

US-10-239-676-18
US-10-239-676-223
US-10-239-676-50
US-10-239-676-204
US-10-060-036-256
US-10-239-676-67
US-10-239-676-71
US-10-239-676-36
0 US-09-764-877-3976
US-10-118-328-3

Sequence 18, Appl
Sequence 223, App
Sequence 50, Appl
Sequence 204, App
Sequence 256, App
Sequence 67, Appl
Sequence 71, Appl
Sequence 36, Appl
Sequence 3976, Ap
Sequence 3, Appli

WOHOUWOVOYYVOVWOHWVLYLWWYWOYWYY

000
-
>

ALIGNMENTS

RESULT 1

US-10-198-846-7035/c

; Sequence 7035, Application cm\uowmmmam

Publication No. US20030099974A1

GENERAL INFORMATION:

APPLICANT: Lillie, James

;  APPLICANT: Xu, Yongyao

; APPLICANT: Wang, Youzhen

;  APPLICANT: Steinmann, Kathleen

; TITLE OF INVENTION: NOVEL GENES, COMPOSITIONS, KITS, AND METHODS
TITLE OF INVENTION: FOR IDENTIFICATION, ASSESSMENT, PREVENTION, AND
TITLE OF INVENTION: THERAPY OF BREAST CANCER

FILE REFERENCE: MRI-049

CURRENT APPLICATION NUMBER: US/10/198,846

CURRENT FILING DATE: 2002-07-18

PRIOR APPLICATION NUMBER: 60/306,220

PRIOR FILING DATE: 2001-07-18

NUMBER OF SEQ ID NOS: 14084

SOFTWARE: FastSEQ for Windows Version 4.0

SEQ ID NO 7035
LENGTH: 858
TYPE: DNA
ORGANISM: Homo sapiens
FEATURE:
NAME/KEY: misc_feature
LOCATION: 137, 182, 183, 184, 185, 186, 187, 188, 209, 211, 212, 217,
LOCATION: 219, 224, 225, 236, 237, 238, 240, 241, 242, 248, 250, 252,
LOCATION: 253, 259, 276, 279, 281, 294, 298, 304, 306, 315, 318, 319,
LOCATION: 320, 321, 327, 338, 349, 350, 352, 355, 363, 378, 379
OTHER INFORMATION: n = A,T,C or G ’
FEATURE:
NAME/KEY: misc_feature
LOCATION: 380, 386, 389, 393, 398, 399, 400, 408, 410, 414, 434, 441,
LOCATION: 443, 446, 451, 459, 466, 488, 490, 497, 498, 499, 501, 503,
LOCATION: 506, 509, 513, 517, 526, 527, 528, 529, 536, 550, 557, 562,
LOCATION: 564, 565, 573, 576, 588, 599, 604, 607, 616, 617, 619
OTHER INFORMATION: n = A,T,C or G
FEATURE:
NAME/KEY: misc_feature
LOCATION: 627, 628, 643, 649, 661, 668, 672, 680, 689, 698, 706, 719,
LOCATION: 722, 735, 739, 750, 763, 765, 769, 771, 772, 774, 784, 787,
LOCATION: 790, 791, 792, 795, 798, 805, 814, 816, 819, 820, 822, 830,

i
i
;
H
i
;
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; SEQ ID NO 151 Matches 170; Conservative 0; Mismatches 194; 1Indels 0; Gaps 0;
;  LENGTH: 6327 : !
i TYPE: DNA ) Qy * 4 AACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCT 63
i  ORGANISM: Artificial Sequence : Il I 1l [ (AR Poby [SNEREANEL |
; FEATURE: . Db 11440 b>mow>nen>00eoo#an>0>eeen>ew>>>e>e>moneeaaevnwneaemenebbvonn 11499
i OTHER INFORMATION: chemically treated genomic DNA (Homo sapiens) :
US-10-239-676-151 . Qy 64 AATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATT 123
. PEEE e e e et Lt |
Query Match 11.9%; Score 54.4; DB 9; Length 6327; Db 11500 TTACAAGAAATATAACATAACGACGTTTAAAATCAATTAGAAATATCTTTTTATTCTGAT 11559
Best Local Similarity 54.5%; Pred. No. 1.9;
Matches 109; Conservative 0; Mismatches 91; 1Indels 0; Gaps 0; Qy 124 AGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATG 183
) 11 [NANAL L 1| Ll e
Qy 138 AATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTAATGCT 197 Db 11560 AATAGACACAGTATAGACACATTTTGATGGTCGATAACAATTGTAATATCAAGGGTTTGT 11619
(B [EBIRE L T | [ I 1
Db 2900 AAATTAATAATTACAATTATTATCTTTAAAAATAAAACAATAAAAAATAAATATTATAAT 2841 Qy 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTT 243
: . (A [ 11 1 bl K LEE 1t
Qy 188 TTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTC 257 Db 11620 AATGAATTGAATATCATTAAAATACTTATATAAAAATATTGTTCGGAATATAAAAAGTTA 11679
[RAEBE AN [ N [ A
Db 2840 TTATCATTTTCTTCCTAATAAAAAAATTATATACATTAAAAAAAATCTTAACTTTATTTA 2781 . Qy 244 AATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAAT 303
’ Per e e e 1 1l KB I
Qy 258 GATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTACAGTTA 317 . Db 11680 AATAGGTTTTGATTTTTAAATATGAAATACAAAGTGCCCAATCGAACAAAGTATTTATAT 11739
PEE W BEE BRIl PELEEE 1 1 [ Iy
Db . 2780 TATACTCTTTTAATTCACTTTACAAAARATATATAAATATATATATATATATATATATATA 2721 Qy 304 TATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAARAT 363
. . Il [ R A [ Poirel el
Qy 318 TAGATTTATATAAAAATCTA 337 . Db 11740 TAAAATATGGAAAATCCATCAATATTAAATTAAAATAGTTTTATTATGAAAAGTGAAAGT 11799
PETE R e il i
Db 2720 TATATATATATATATATATA 2701 . ‘ Qy 364 CGGT 367
: It
Db 11800 AGGT 11803
RESULT 5
US-08-781-986A-191
; Sequence 191, Application US/08781986A - ) RESULT 6
; Publication No. US20030054436A1 US-09-754-853A-4/c . '
GENERAL INFORMATION: ; Sequence 4, Application US/09754853A .

APPLICANT: Charles Kunsch
TITLE OF INVENTION: Staphylococcus aureus Polynucleotides and Sequences
NUMBER OF SEQUENCES: 5255
CORRESPONDENCE ADDRESS:
ADDRESSEE: Human Genome Sciences, Inc.
STREET: 9410 Key West Avenue
CITY: Rockville
STATE: Maryland

H ; Publication No. US20030005491Al
H ; GENERAL INFORMATION:

; ; APPLICANT: Hauge, Brian M.

H ;  APPLICANT: Parnell, Laurence D.
i ; APPLICANT: Parsons, Jeremy D.
i ; APPLICANT: Wang, Ming Li .
i : TITLE OF INVENTION: Nucleic Acid Molecules.And Other Molecules Associated Wit
; ; TITLE OF INVENTION: Soybean Cyst Nematode Resistance
i COUNTRY: USA ;  FILE REFERENCE: 38-10(15810)B
; ZIP: 20850 ; CURRENT APPLICATION NUMBER: US/09/754,853A
H COMPUTER READABLE FORM: ; CURRENT FILING DATE: 2001-01-05

H MEDIUM TYPE: Diskette, 3.50 inch, 1.4Mb storage ;  PRIOR APPLICATION NUMBER: US 60/174,880

H COMPUTER: HP Vectra 486/33 ;  PRIOR FILING DATE: 2000-01-07
H OPERATING SYSTEM: MSDOS version 6.2 ; NUMBER OF SEQ ID NOS: 1119
) SOFTWARE: ASCII Text ; SEQ ID NO 4
H CURRENT APPLICATION DATA: ; LENGTH: 513509

APPLICATION NUMBER: US/08/781,986A TYPE: DNA
FILING DATE: ORGANISM: Glycine max
CLASSIFICATION: 435 FEATURE: |

PRIOR APPLICATION DATA: NAME/KEY: CDS

APPLICATION NUMBER: LOCATION: (111805)..(113968),(114684)..(115204)
FILING DATE: FEATURE:
ATTORNEY/AGENT INFORMATION: NAME/KEY: unsure

NAME: ~Benson, Bob i LOCATION: (1)..(513509)
u

REGISTRATION NUMBER: 30,446 OTHER INFORMATION: unsure at all n locations

REFERENCE/DOCKET NUMBER: . PB248PP OTHER INFORMATION: Clone ID: 318013 _region_A3
TELECOMMUNICATION INFORMATION: $-09-754-853A-4

TELEPHONE: (301) 309-8504

Gl =r ~e we we ve me me ne v e we ve sl

TELEFAX: (301) 309-8512 ' Query Match 11.8%; Score 53.6; DB 9; Length 513509;
INFORMATION FOR SEQ ID NO: 191: Best Local Similarity 57.9%; Pred. No. 9.1;
SEQUENCE CHARACTERISTICS: : Matches 95; Conservative 0; Mismatches 69; 1Indels 0; Gaps 0;
LENGTH: 14078 base pairs
TYPE: nucleic acid : ’ ’ Qy 122 ee>ma>eeeemwmeee>>eevnHa>eeo>nqeoey>0>0aeeee>aw>eeon>>onoon> 181
STRANDEDNESS: double 11 I (I S A N FEoov et e
TOPOLOGY: linear . Db 136361 TTATGTTTAAAATTTTGAATAAATAATTATTTTGTACGTTCTTTAAAATTGTAGGGCACT 13630
$-08-781-986A-191 .
. Qy 182 TGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAAT 241
Query Match 11.8%; Score 53.6; DB 7; Length 14078; (B S e e ! L e e e e
Best Local Similarity 46.7%; Pred. No. 3.2; . Db 136301 GTCACAATTTAACACATCATAAAATTAAAAAAATATAAATAAATTGTTTAGATTAAAATT 13624



Mon Jun 9 10:52:30 2003

Qy 242 TTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAA 285
bbb N

Db 136241 ATTGTCATTTTAGTCTATAATATGTACAATTTGTTATCATTATA 136198

RESULT 7

U8-09-969-373-607/c

Patent

TITLE

PRIOR
PRIOR
PRIOR
PRIOR
PRIOR

; Sequence 607, Application US/09969373

No. US20020133852A1

GENERAL INFORMATION:
APPLICANT: Effertz, Roger J.
APPLICANT:

Hauge, Brian M.
OF INVENTION: Soybean SSRs and Methods Om om:on<vu=m

FILE REFERENCE: 38-10(52679)A
CURRENT APPLICATION NUMBER: US/09,/969,373
CURRENT FILING DATE:

2001-10-02
APPLICATION NUMBER: US 09/754,853
FILING DATE: 2001-01-05
APPLICATION NUMBER: US 09/760,427
FILING DATE: 2001-01-13
APPLICATION NUMBER: US 09/855,768

PRIOR FILING DATE: 2001-05-15
;i NUMBER OF SEQ ID NOS: 4593
i SEQ ID NO 607
H LENGTH: 272
; TYPE: DNA
H ORGANISM: Glycine max
U

$-09-969-373-607

Query Match
Best Local Similarity 50.6%;
Matches

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

RESULT 8

11.7%; Score 53.4; DB 10;
Pred. No. 1.1;

129; Conservative . 0; Mismatches 126;

Length 272;
Indels 0; Gaps 0;

90 TTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTTGAGTTTAATTACTTATTG 149

LiliE 1 L L O o S T N A e N S B
255 TTAAAATTTAAATTATTGTTATAATATATTATCTTTCAATTTAAACTTAGTCATTTTTAA 196

150 ACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTAATGCTTTATTAGTTTTA 209
(AN L I | IV RN
195 AATTATAATGATTACTATTATTTTTAAGTTTAAATTAAATGTACCAATTATTAATTATTA 136

210 AACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTCGATATTTTTTCA 269
FE L e b il RNy S A S R
135 TTATTTTTAAATATAATTTAAATCTTATTTTTTTAAGTTCTAAAGATTTATAGTCTTTAA 76

270 >aHHPHHHea>e>>>>e>>>>>>0aa>onne>>ee>eoooe>nyoee>e>o>aaa>e>e> 329

| |1 1 11 LY Il b il
75 >>n>ea>eaan>aenae>ee>ee>ee>eaa>>»ee>e>nanea»eeaeey>aqeem>>an 16

330 AAAATCTACGGTTCT 344
L it
15 ACATTGAAGGTTTCT 1

US-09-969-373-608/c

Patent

TITLE

PRIOR
PRIOR
PRIOR
PRIOR
PRIOR
PRIOR

i Sequence 608, Application US/09969373

No. US20020133852A1

GENERAL INFORMATION:
APPLICANT: Effertz, Roger J.
APPLICANT:

Hauge, Brian M.
OF INVENTION: Soybean SSRs and Methods of mm:onvasm

FILE REFERENCE: 38-10(52679)A
CURRENT APPLICATION NUMBER: US/09/969,373
CURRENT FILING DATE:

2001-10-02
APPLICATION NUMBER: US 09/754,853
FILING DATE: 2001-01-05
APPLICATION NUMBER: US 09/760,427 .
FILING DATE: 2001-01-13
APPLICATION NUMBER: US 09/855,768
FILING DATE: 2001-05-15

NUMBER OF SEQ ID NOS: 4593

us-09-941-042c-1.rnpb

Page 4

; SEQ ID NO 608

i LENGTH: 272

H TYPE: DNA

H ORGANISM: Glycine max
US-09-969-373-608

Query Match 11.7%; Score 53.4; DB 10; Length 272;

Best Local Similarity 50.6%; Pred. No. 1.1;

Matches 129; Conservative 0; Mismatches 126; 1Indels 0; Gaps 0;
Qy 90 TTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTTGAGTTTAATTACTTATTG 149
Db 255 TTAANTITAAMTTATIGTTATANATATTATCHTICAAT T TAMACTIAGICATH THAM 106
Qy 150 ACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTAATGCTTTATTAGTTTTA 209
ob 195 ANTTATAATGATTACTATTATITTTARSTTTAATTARAIGTACCAAMTATIAATIATIA 136
Qy 210 AACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTCGATATTTTTTCA 269
ob 135 TTATITTTAAMIATANT I AAATCTTATTTT T EAGTTCEAAAGATTATAGICHAAA. 76
Qy 270 ATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTACAGTTATAGATTTATATA 329
ob 75 AACATTATTTCATIGTIATTATTATTATIGAANHATACTGITATHTIANTTIGANC 16
Qy 330 AAAATCTACGGTTCT 344
ob 15 ACATIGAAGETTICE 1

RESULT 9

US-10-239-676-164

; Sequence 164, Application US/10239676

Publication No. US20030082609A1

GENERAL INFORMATION:

APPLICANT: OLEK, Alexander

APPLICANT: PIEPENBROCK, Christian

; APPLICANT: BERLIN, Kurt

i TITLE OF INVENTION: Diagnosis of Diseases Associated with Gene Regulation
; FILE REFERENCE: 5013.1003

;  CURRENT APPLICATION NUMBER: US/10/239,676

;  CURRENT FILING DATE: 2002-09-24

;  PRIOR APPLICATION NUMBER: PCT/EP01/03968
B DE 10019058.8

h Umpooumqu.w

DE 10032529.7
DE 10043826.1
;  PRIOR FILING DATE: 2001-04-06
; 2000-04-06
H 2000-04-07
H 2000-06-30
; 2000-09-01
; NUMBER OF SEQ ID NOS: 228
; SEQ ID NO 164
; LENGTH: 6030
f TYPE: DNA
H ORGANISM: Artificial Sequence
H FEATURE:
; OTHER INFORMATION: n:mawnmww< treated genomic DNA (Homo sapiens)
;  FEATURE: i
H NAME/KEY: unsure . .
H LOCATION: (5455)
08-10-239-676-164

Score 53; DB 9;
Pred. No. 3.2;
0; Mismatches 195;

Query Match 11.6%;
Best Local Similarity 48.0%;
Matches 181; Conservative

Length 6030;
Indels 1; Gaps 1;
Qy . 80 >e>ooaa>neea>>>e>e>>>ewoo>a>>e>o>qeee>nn>>aq>oe>eaeeo>oeee>> 139

LI L L O I S A Y X
Db 704 >eeo>aaeaaaa>>eaneqoaaae>naaeeen>>aa>>n>>>>een>oeaea>n>>aa>e 763
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Qy 140 TTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTAATGCTTT 199 AR LABNA RN R A A A AL | [

Il 11y (. 1| 1] 1N e Db 15362 ATATTTTTTATTTTGTTGTTTATATTTTTTTTAAATGATTATATTAAAGTTTATTTTTTT 15421
Db 764 TTTTATATTTTAATTAATTTATATAAGTAATTGAGTAATAAATTAATTTTTTTTTTTTTT 823 .
. Qy 311 ACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTTCG 370
Qy - 200 ATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTCGA 259 [ | (ARRRRN RS e o |
A N e R A A N T N O T e [ Il Db 15422 TTTGGAAATTATTTATATTTATTATAGGTTATTTTTGGGTGTTTTTGTAATATTTTATAC 15481
Db 824 eeeeweaeewweeaeevevaye»>eeeeoe»naaeaeaaoeeeoa>>e>>ae>>mn>nme 883
Qy 371 GTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTGTT 430
Qy 260 TATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTACAGTTATA 319 1l [ | trat e a1 [ 1
’ It (I I tlt (I [ [N Db 15482 GTTTTTATGTTTTAGTATTTATTGTATTTTATTAAAATTTTTTTTTTATTTGTTTGTGTA 15541
Db 884 TTTGAAATTAGCGTGTTTTTGGTTATTTATTAATTTAATATTGTTGTTGTTTAAAGAATA 943
Qy 431 GTTAT 435
Qy 320 GATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAATCGGTTCGGTGCGGACG 379 It
| [ [ e e ey | | - Db 15542 TTTTT 15546
Db . 944 TAAAATAAGAGTTGTAAAAATTTATTTAGTAGTGAGAAATAAATTGATTTTTTTTATTTG 1003
Qy . 380 GTTCGA-TCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCTAGTTGTTGTTATAGG 438 RESULT 11
e o [ [ [INA | US-10-239-676-187
Db 1004 GTTTAAGGAAGTATGTTTTTTATTGTAGTATTAATAATATTTTATAGTTTTTGTTATTAT 1063 ; Sequence 187, Application cm\wonuwmua
; Publication No. US20030082609A1
Qy 439 TAAAAAGCAGTTACAGA 455 : ; GENERAL INFORMATION:
- (| [ R N ;  APPLICANT: OLEK, Alexander
Db . 1064 TTAGTGGAAATTTGAGA 1080 ; APPLICANT: PIEPENBROCK, Christian

;  APPLICANT: BERLIN, Kurt
; TITLE OF INVENTION: Diagnosis of Diseases Associated with Gene Regulation
RESULT 10 ; FILE REFERENCE: 5013.1003
US-10-239-676-96 ; CURRENT APPLICATION NUMBER: US/10/239,676
Sequence 96, Application US/10239676 ; CURRENT FILING DATE: 2002-09-24
Publication No. US20030082609Al1 ;  PRIOR APPLICATION NUMBER: PCT/EP01/03968
GENERAL INFORMATION: ; DE 10019058.8

APPLICANT: OLEK, Alexander H DE 10019173.8

APPLICANT: PIEPENBROCK, Christian H DE 10032529.7

APPLICANT: BERLIN, Kurt H DE 10043826.1

TITLE OF INVENTION: Diagnosis of Diseases Associated with Gene Regulation PRIOR FILING DATE: 2001-04-06

FILE REFERENCE: 5013.1003 2000-04-06 .
CURRENT APPLICATION NUMBER: cm\Ho\Nww 676 2000-04-07
CURRENT FILING DATE: 2002-09-24 2000-06-30
PRIOR APPLICATION NUMBER: PCT/EP01/03968 2000-09-01

DE 10019058.8
DE 10019173.8 SEQ ID NO 187
DE 10032529.7 LENGTH: 11047 .

: NUMBER OF SEQ ID NOS: 228
DE 10043826.1 _ . ;  TYPE: DNA
U

;  PRIOR FILING DATE: 2001-04-06 ORGANISM: Artificial Sequence
H 2000-04-06 FEATURE:
. 2000-04-07 OTHER INFORMATION: chemically treated genomic DNA (Homo sapiens)
H 2000-06-30 $-10-239-676-187 )
H 2000-09-01 . : -
; NUMBER OF SEQ ID NOS: 228 . Query Match 11.6%; Score 52.8; DB 9; Length 11047;
; SEQ ID NO 96 Best Local Similarity 54.7%; Pred. No. 4.1;
H LENGTH: 15732 . : Matches 129; Conservative 0; Mismatches 102; Indels 5; Gaps 1;
) TYPE: DNA
: ORGANISM: Artificial Sequence . Qy 51 TTTGTGCCTTGCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATA 110
; FEATURE: : (N 1 1 Eorrterer e e
H OTHER INFORMATION: nvmawnmww< treated genomic DNA (Homo sapiens) Db 7767 TTTGTTGATTTATTTTTAGTTGGAATAAATTTTTGTTTTTTAAATTTTTATATTATTTTA 7826
US-10-239-676-96
. Qy 111 GATTTTAGGAATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAAT 170

Query Match 11.6%; Score 53; DB 9; Length 15732; FIl 1ty [ R I A N A S A e e A

Best Local Similarity 46.6%; Pred. No. 4.2; ' Db 7827 eaeeqevooveqaa»ﬁ%»awmoeaaea>maea>ee>ea>>>aaa»>>o>eaaaaaa»>me 7886

Matches 170; Conservative = 0; Mismatches 195; Indels 0; Gaps 0;

Qy 171 TCCAAGGCCCATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTC 230
Qy 71 ATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTT 130 | Pl [ RN PEE e e vl [N BN
[ N | PERtLr 0t | [ i (R EEE Db 7887 TTGAATTTTCGTTAGAGATTT----- TTTTTTATTTTTAAAATTTTTAGAATAGTGTTTG 7941
Db 15182 ATATTTTTATTTTTTTAGTTTTATTTTTTGTTAGTTTTTGTTTTTTTTTTGTTTGTTTTA 15241
Qy 231 ATATGTAAAATTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAAT 286
. Qy 131 TGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATT 190 (RN VEoergr e S e I
RN Lorrer o e (R Db 7942 GTATATGGTATATAATTAGTGGAGAGAAGTGTATTAGAAAGTTTTAATTTAGAAAT 7997
Db 15242 TTATATTAATTGATAGTTTAATTTTTTTATATTTTTAATATATAATGTTATTTTATATAT 15301
Qy 191 TAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGT 250 ’ RESOLT 12
v 1EE e Lireene | US-10-074-045-60

Db 15302 ATTGTTATTTTATGATTTAATAGATTTAATTATTTTTTTTTATTTTGAAATTTTTTTTAT 15361 ; Sequence 60, Application US/10074045

. publication No. US20030092102A1

Qy . 251 ATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGT 310 GENERAL INFORMATION:
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LENGTH: 376

TYPE: DNA

ORGANISM: Bos taurus

OTHER INFORMATION: Clone ID: 22-LIB3058-032-Q1-K1-F$

$-09-960-352-5087

Query Match 11.4%;, Score 52; DB 10; Length 376;

Best Local Similarity 52.3%; Pred. No. 2.1;

Matches 115; Conservative 0; Mismatches 105; 1Indels 0; Gaps 0;
Qy 68 AAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTA 127
Db 100 %%a%%e>%%ee%e%ﬁ>e%%%OP%%m%e%e%a%%%e>ee%ea>%e%eae%o>aeaw%%>%% 159
Qy 128 TTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAA 187
Db 160 *%%%b»»"_“»W+%e>%%%“w»»»m%e>eee%a%%%%e>q%e%%e>eeeweeeeveee%ﬂ 219
Qy 188 ATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATC 247
Db 220 THHITAATTIIITTIATI I T TATTAT AT TARI T T TAT TR TR T TATIITATT 279
Qy 248 GGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATA 287
bb 260 ATTTTATIATTTIATIITIITITATITIIIIITITIATEA 319
Search completed: June 9, 2003, 08:03:40
Job time : 127 secs

us-09-941-042c-1.rnpb

Page 7



us-09-941~-042c~1l.xrst

Page 1
72 15.8 928 17 CNSOODKY AL071865 Drosophil
72 15.8 987 17 CNS014PQ AL104456 Drosophil
71.2 15.6 1101 17 CNSOOLT2 AL078714 Drosophil
70.2 15.4 1101 17 CNS016LI AL106896 Drosophil
69.2 15.2 1043 17 -CNS0145p AL103735 Drosophil
68.4 15.0 987 17 CNS014PQ AL104456 Drosophil
68.4 15.0 1203 17 CNSO1SWU AL106008 Drosophil
68.2 15.0 1101 17 CNSOOEO7 AL069440 Drosophil
68 14.9 1101 17 CNSOO1FB AL060732 Drosophil
67.6 14.8 524 17 .CNS01U90 AL167541 Tetraodon
67 14.7 662 12 BG592447 BG592447 EST491125
67 14.7 740 14 BQ504880 BQ504880 EST612295
66.4 14.6 1101 17 CNSO0ODT? AL075293 Drosophil
66.2 14.5 795 17 BH460882 BH460882 BOGFEB4TF
66.2 14.5 814 17 BH695520 BH695520 BOMNKO6TR
66.2 14.5 1001 17 CNSO155H AL105023 Drosophil
66 14.5 945 17 CNSO04DOK AL285149 Tetraodon
66 14.5 1101 17 CNSs00z2U AL097152 Drosophil
65.8 14 .4 843 17 CNS00CS1 AL(059666 Drosophil
65.4 14.3 769 17 CNSO00SXX AL062647 Drosophil
65.2 14.3 660 17 BH183498 BH183498 023_L_07-
65.2 14.3 660 17 CNSO70NJ AL620449 T3 end of
65 14.3 876 17 CNS009G1 AL053529 Drosophil
65 14.3 1101 17 CNSOOEVL AL069706 Drosophil
64.6 14.2 1101 17 CNSO016LI AL106896 Drosophil
64.2 14.1 1092 17 CNS020K7 AL175696 Tetraodon
64.2 14.1 1101 17 CNS0042zw AL055440. Drosophil
64.2 14.1 1101 17 CNS003BD AL064091 Drosophil
63.8 14.0 752 17 BH693739 BH693739 BOMGV6BTF

63.8 14.0 843 17 CNS00CS1 AL059666 Drosophil ,
63.8 14.0 883 17 A2550845 A2550845 ENTFFS1TF
63.8 14.0 1184 17 CNSO04P4P AL300850 Tetraodon
63.6 13.9 1027 17 CNS02TS0 AL212733 Tetraodon
63.6 13.9 1101 17 CNSOOl1FB AL060732 Drosdphil
63.6 13.9 1101 17 - CNSOOYWL AL096927 Drosophil
63.6 13.9 1200 17 CNS016CO AL106578 Drosophil
63.4 13.9 975 17 BH179465 BH179465 014_P_10-
63.4 13.9 1101 17 CNSOOEO7? AL069440 Drosophil
63.4 13.9 1201 17 CNSO015z2 AL106121 Drosophil

: ALIGNMENTS
CNSOOFYG 1101 bp DNA linear GSS 03-JUN-1999

Drosophila melanogaster genome survey sequence TET3 end of BAC:
BACR32N04 of RPCI-98 library from Drosophila melanogaster (fruit
fly)., genomic survey sequence.

AL071206
AL071206.1
GSS.
Drosophila melanogaster.

Drosophila melanogaster

Eukaryota; Metazoa; Arthropoda; Hexapoda; Imsecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.

GI:4951245

1 (bases 1 to 1101)
Genoscope.
Direct Submission .

Mon Jun Y 10:52:31 2003
7
GenCore version 5.1.6 . 8
Copyright (c) 1993 - 2003 Compugen Ltd. 9
c 10
11
OM nucleic - nucleic search, using sw model c 12
13
Run on: June 9, 2003, 07:10:15 ; Search time 1128 Seconds c 14
(without alignments) c 15
6547.112 Million cell updates/sec 16
: 17
Title: US-09-941-042C-1 18
Perfect score: 456 - c 19
Sequence: 1 ggaaacatattcaatacatt..........ggtaaaaagcagttacagag 456 20
c 21
Scoring table: IDENTITY_NUC c 22
Gapop 10.0 , Gapext 1.0 c 23
24
Searched: 16154066 segqgs, 8097743376 residues c 25
c 26
Total number of hits satisfying chosen parameters: 32308132 27
28
Minimum DB seq length: 0 c 29
Maximum DB seq length: 2000000000 30
31
Post-processing: Minimum Match 0% c 32
Maximum Match 100% c 33
Listing first 45 summaries 34
35
Database : EST:* 36
1: em_estba:* 37
2: em_esthum:* c 38
3: em_estin:* 39
4: em_estmu:* 40
5: em_estov:* c 41
6: em_estpl:* c 42
7: em_estro:* 43
8: em_htc:* 44
9: gb_estl:* c 45
10: gb_est2:*
11: gb_htc:*
12: gb_est3:*
13: gb_est4:*
14: gb_est5:*
15: em_estfun:* RESULT 1
16: em_estom:* CNSOOFYG
17: gb_gss:* LOCUS
18: em_gss_hum:* DEFINITION
19: em_gss_inv:*
20: em_gss_pln:*
21: em_gss_vrt:* ACCESSION
22: em_gss_fun:* VERSION
23: em_gss_mam:* KEYWORDS
24: em_gss_mus:* . . SOURCE
25: em_gss_other:* ORGANISM
26: em_gss_pro:*
27: em_gss_rod:*
Pred. No. is the number of results predicted by chance to have a REFERENCE
score greater than or equal to the score of the result being printed, AUTHORS
and is derived by analysis of the total score distribution. TITLE
JOURNAL
SUMMARIES
%
Result Query COMMENT
No. Score Match Length DB 1ID Description
1 75.2 16.5 1101 17 CNSOOFYG AL071206 Drosophil
c 2 74.8 16.4 905 17 CNSOOKHX AL077798 Drosophil
c 3 73.2 16.1 928 17 CNSOODKY AL071865 Drosophil
4 72.6 15.9 976 17 CNSO4ESM AL286627 Tetraodon
c 5 72.6 15.9 1101 17 CNSOOEVL AL069706 Drosophil
6 72.6 15.9 1225 17 CNS0161D AL106171 Drosophil

Submitted (02-JUN-1999) Genoscope - Centre
BP 191 91006 EVRY cedex - FRANCE (E-mail :
- Web : www.genoscope.cns.fr)
Determination of this BAC-end sequence was carried out as part of a
collaboration with the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.org The BDGP Drosophila
melanogaster BAC library was prepared by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’s laboratory in the Department of
Cancer Genetics at the Roswell Park Cancer Institute in Buffalo,

NY. The library is named RPCI-98 and was constructed by partial

National de Sequencage :
seqrefe@genoscope.cns. fr



i
i

us

Query Match
Best Local Similarity
Matches

Qy
Db

Mon Jun 9 10:52:30 2003

LOCATION: 832, 833, 838, 842, 847, 849, 850, 853, 856, 857
OTHER INFORMATION: n = A,T,C or G
-10-198-846-7035

12.8%; Score $8.2; DB 9;
41.9%; Pred. No. 0.23;
Conservative 0; Mismatches

Length 858;

144; 200; 1Indels 0; Gaps

53 TGTGCCTTGCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGA

U L A A N N B L 1 L L B A A
419 TTTGGNTTTNTNAAAAAAANNNTGGANAAANTTNCCTATNNNTTTGAAAAAAAATANAAA

Qy 113 eﬂea>QO>>Heboe>eeeem>0eee>>ea>nee>eenvneena>>oyoeqeqere>>een
Db 359 >>>>zaezozznw>%%%>>>%z>>%eH%%He%2%>>>ﬁ22220%z>%>%%>>>2%ze%%a
Qy 173 CAAGGCCCATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCAT
ob 299 NG TTNAAAAANARARNANTTNFT T EARTH PP TAAGNETTEARNANANAHEF AN
Qy 233 ATGTAAAATTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAA
Db 239 %ZZZH%V%%%%ee%zze>b>z>2%>>%zznZ%%%%eee%%%e%%%%%%%ﬁbzzzzzzz%%
Qy. 293 CTTACCCTAATTATCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGA
| [ ! Il I [ [
Db 179 AAAAAAAAAAAARAAAAAAAAAAAAAAAAAAAAAAAAAAAAANAAAGAAAAAAAAAAAAA
Qy 353 AACCTAAAAATCGGTTCGGTGCGGACGGTTCGATCGGTTTAGTC 396
ob 119 AAARAAARMAGTACCHAGCcedAbcAcabThncbbcaakTS 76
RESULT 2

US-10-224-562-3

[~ IR SR N I R I SIE S SIE I

Sequence 3, Application US/10224562
Publication No. US20030022229A1
GENERAL INFORMATION:

APPLICANT: YAN, Chunhua et al.

TITLE OF INVENTION: ISOLATED HUMAN KINASE PROTEINS, NUCLEIC

TITLE OF INVENTION: ACID MOLECULES ENCODING HUMAN KINASE PROTEINS, AND
TITLE OF INVENTION: THEREOF )
FILE REFERENCE: CL001098DIV

CURRENT APPLICATION NUMBER: US/10/224,562

CURRENT FILING DATE: 2002-08-21

NUMBER OF SEQ ID NOS: 10

SOFTWARE: FastSEQ for Windows Version 4.0

SEQ ID NO 3

LENGTH: 53332
TYPE: DNA
ORGANISM: Homo sapiens

§-10-224-562-3

Query Match 12.5%; Score 57; DB 9; Length 53332;

Best Local Similarity 49.8%; Pred. No. 1.2; :

Matches 144; Conservative 0; Mismatches 145; 1Indels 0; Gaps
Qy 66 e>»>n>ewnaaow>>e>anea>naeaww>e>e>>>awmo>ew>myoweaaa>na>>aewo
Db 31283 %%%q>%*%>%%na%ﬁ»ﬁ»e@ooywkn%nn%b%%e%waqqq»gb%ba%%%%waweeew%%e
Qy 126 TATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAA
Db 31343 >H%%%>e%e>%>ee*>e>%>0%%&H>%$ﬂ%e%e%a*%%>%%%be%*>e%&>eee>e>e%a
Qy 186 "AAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAA
. Db 31403 %aa*o*%a>a>***%*>e>%%%>eﬁe>%%aa%b%%%%&d%b%%>eﬁ%e%>%%eae%%>e%
Qy 246 TCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTA
Db 31463 hqae%%%%a>%ee%%%%>%>%%&H%*>%%%>%%%%%%ﬁ%ﬁ>e%ee%a>%>a>ae%%e>%a

us-09-941-042c-1.rnpb

0;
112
360
172
300
232
240
292
180
352

120

USES

0;
125
31342
185
ww»ou
245
31462
305
31522

Page 2

Qy 306 TCGGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAA 354

| FE b et ol O
Db 31523 TATATATATTTATATATTTATATATATTTATATATTTATATATATTATA 31571
RESULT 3

US-09-801-861-3

; Sequence 3, Application US/09801861

; Patent No. US20020119544A1
; GENERAL INFORMATION: .
; APPLICANT: YAN, Chunhua et al. '
; 'TITLE OF INVENTION: ISOLATED HUMAN KINASE PROTEINS, NUCLEIC
; TITLE OF INVENTION: ACID MOLECULES ENCODING HUMAN KINASE PROTEINS, AND USES
;  TITLE OF INVENTION: THEREOF . .
; FILE REFERENCE: CL001098
;  CURRENT APPLICATION NUMBER: US/09/801,861

;  CURRENT FILING DATE: 2001-03-09

;  NUMBER OF SEQ ID NOS: 10

;  SOFTWARE: FastSEQ for wWindows Version 4.0
; SEQ ID NO 3
; LENGTH: 53332
; TYPE: DNA
H ORGANISM: Human
US-09-801-861-3

Query Match : 12.5%; Score 57; DB 10; Length 53332;

Best Local Similarity 49.8%; Pred. No. 1.2;

Matches 144; Conservative 0; Mismatches 145; 1Indels 0; Gaps 0;
Qy 66 TAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAG 125
Db 31283 %%ﬁe>%%%>%%Oa%%>%>emmn>>%n%no%ﬁ%ﬁe%%eaea>e%%%a%%%%>a>aea>%ﬁﬁ 31342
O%. 126 e>eaaeo>0aeﬁw>84>naaraen>0eena>>n>nqeaea>e>>aenm>>onnnﬁwam>> 185
Db 31343 >e%%%ve%e>%>ee%wew%>0%%>er%be%ebﬂﬁe%%%>*%%%e%%>e%ebeee>ebeﬁa 31402
Qy 186 AAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAA 245
Db 31403 ATTIGTATATATITATATATITATATATITTTATATATIIATIATATTTATATITITATA 31462
Qy 246 TCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTA 305
Db 31463 %Hqa%%*%e>%ee%%%%>%>%%He%%>%%%w%%%M%%e%a>e%ee%e>*>e>ee%%ebha 31522
Qy 306 anmoe>O>O&G>H>O>eeﬁ>ﬁ>a>>>>>eoa>00QHHOHHO>O>>O>>> 354
Db 31523 TATATATATPTATATATMTATATATATTIATATATHATATATATTATA 31571
RESULT 4

US-10-239-676-151/c
; Sequence 151, Application US/10239676
Publication No. US20030082609A1
GENERAL INFORMATION:
APPLICANT: OLEK, Alexander
APPLICANT: PIEPENBROCK, Christian . .
APPLICANT: BERLIN, Kurt
TITLE OF INVENTION: Diagnosis of Diseases Associated with Gene Regulation
FILE REFERENCE: 5013.1003
CURRENT APPLICATION NUMBER: US/10/239,676
CURRENT FILING DATE: 2002-09-24
PRIOR APPLICATION NUMBER: PCT/EP01/03968
DE 10019058.8
DE 10019173.8
DE 10032529.7
DE 10043826.1
PRIOR FILING DATE: 2001-04-06
; 2000-04-06
2000-04-07
2000-06-30
2000-09-01
NUMBER OF SEQ ID NOS: 228
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FEATURES
sourc

BASE COUNT
ORIGIN

Query Match
Best Local Similarity

Matches 98; Conservative 81; Mismatches 121; 1Indels 0; Gaps 0
Qy 64 >>e>>>n>e>neeoa>>e>ooea>oeea>>>e>e>>>e>00>e>>e>m>eaee>mm>>ee 123
[ I I T I H | | HEE R S R I S IS A S
Db 871 »b»»>>>>>>>££<enz>>>z>z>zxzn< TTMWWHHHWHHHHHH 812
Qy 124 >oqvaaaﬂo>oeae>>HHyoeHvean>oeama>>0>Qeqeea>a>>eqonw>omoooven 183
L N e N N AR LT RRIREREREE:
bb 811 zqeaaeaezeeeaeaeaeaeq9222222122226eazzzzazszzzzZZZSezzziz!o: 752
Qy 184 >bbb&aaa>>enoeea>ae>naeae>>>nea>ne$e>e>>>eaaeen>q>ana>>>>eee 243
B : [ Y 110t L s
Db 751 £>£>etzztzzba>aeaza>a£at>z>a>2>>>>>>>>>>>>>>£e>>>eqeee£eeaev 692
Qy 244 ybenQOA>a>06600>e>aeaeaan>>aeqPHHHHa>e>>>>a»>>>>>nea>nooe>>a 303
: | | PEoh byl s bbb bbb hhele 4 : I
Db 691 Seaza>>>>aaeeea>easeeaeqasaeqezaeezq>qve>>z>£a>t>z>>z>z>e>ae 632
Qy 304 ewenanebh>oee>e>o>eea>e>e>>>>>aoa>0noeeneao>o>>o>>>noe>>>>>e 363
K Pe sl LEenE = i s el et Vel
Db 631 >e$d2>z>e>eeezzebeaz>£e>e>>>be22&>zzeee>>£ew>2>e>2»>ae>>>>ze 572
RESULT 4
CNSO4ESM
LOCUS CNS04E5M 976 bp DNA linear  GSS 21-MAY-2000
DEFINITION Tetraodon nigroviridis genome survey sequence T7 end of clone
103P02 of library G from Tetraodon nigroviridis, genomic survey
sequence.
ACCESSION AL286627
VERSION AL286627.1 GI:8025084
KEYWORDS GSS; genome survey sequence.
SOURCE Tetraodon nigroviridis.

ORGANISM Tetraodon nigroviridis
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Actinopterygii; Neopterygii; Teleostel; Euteleostei; Neoteleostei;
Acanthomorpha; Acanthopterygii; Percomorpha; Tetraodontiformes;
Tetraodontidae; Tetraodon.

REFERENCE 1 (bases 1 to 976)

AUTHORS Roest-Crollius,H., Jaillon,0., Dasilva,C., Bouneau,L., Fisher,C.,
Bernot,A., Fizames,C., Wincker,P., Brottier,P., Quetier,F.,
Saurin,W. and Weissenbach,J. .

TITLE Human gene number estimate provided by genome wide analysis using
Tetraodon nigroviridis DNA sequence

JOURNAL Unpublished

REFERENCE 2 (bases 1 to 976)

AUTHORS Roest-Crollius,H., Jaillon,O., Dasilva,C., Fizames,C., Fisher,C.,
Bouneau, L., Billault,A., Quetier,F., Saurin,W., Bernot,A. and
wWeissenbach, J.

TITLE Charaterization and repeat analysis of the compact genome of the
freshwater pufferfish Tetraodon nigroviridis

JOURNAL Unpublished

REFERENCE 3 (bases 1 to 976)

Cancer Genetics at the Roswell Park Cancer Institute in Buffalo,

NY. The library is named RPCI-98 and was constructed by partial
EcoRI digestion of Drosophila DNA provided by the BDGP from the

isogenic strain y2; cn bw sp, the same strain used for the BDGP’s

Pl and EST libraries. A more detailed description of the library
and how to order individual BAC clones, the entire library, or
filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo.edu/drosophila_bac.htm.

e

Location/Qualifiers

1. .928

/organism="Drosophila melanogaster"®
/db_xref="taxon:7227"
/clone="BACR27A24"
/clone_lib="RPCI-98"

/note="end : T7"

262 a 70 ¢ 84 g 321 t 191 others
16.1%; Score 73.2; DB 17; Length 928;
32.7%; Pred. No. 0.0023;

us-09-941-042c-1.rst

AUTHORS

TITLE

JOURNAL
COMMENT

FEATURES
source

BASE COUNT
ORIGIN

Query Mat

Best Loca

Matches
Qy
Db 6
Qy
Db 6
Qy 1
Db 7
Qy 1
Db . 8
Qy 2
Db 8
RESULT 5
CNSOOEVL/c

LOCUS
DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

COMMENT

Page 3

Genoscope.
Direct Submission
Submitted (12-APR-2000)
This sequence is a single read and was generated as part of a large
scale clone-end sequencing project of the Tetraodon nigroviridis
genome. For more information, please take a look at
http://www.genoscope.cns. fr/Tetraodon.
boomn»on\ocmpwmnmﬁm
1. .976
/organism="Tetraodon nigroviridis"
/db_xref="taxon:99883"
/clone="103P02".
/clone_lib="G"
/note="Genoscope sequence ID : COBG103DHO1LPl-end : T7"

243 a 151 ¢ 137 g 327 t 118 others
ch 15.9%; Score 72.6; DB 17; Length 976;
1 Similarity 41.1%; Pred. No. 0.0028;

123; Conservative 52; Mismatches 117; 1Indels 7: Gaps 1;
3 >>>nwa>eH0>>e>0>aene>QeaHnnH?OHOP%»bHOOOan>>e>neaﬂmaannaaon 62
I L R R [

24 ZZKZZZzUw>>>»ZEzeaeaeeezzzeeaeeezezezqeaezezazzcezzeae>eae>a 683

63 e>>e>b>n>e>Oaeo>>>q>oneH>QeHe>>>e>e>>>a>n0>e>>e>m>eeae>ao>>e 122

I: 111 LI O S S L S [ I LA L A |
84 ezea»»ezz>z>zee>>e>>>>qaevzzezzrave»>aaz>e>>a>ae>>aaz>z>axea 743

23 TAGTATTTTGAGTTTAATTACTTATTGACTTG------- TAACAGTTTTTATAATTCCAA 175

: il [ sblbs s 2| | bee b RLELEEL HIL ds
44 WAWATTTTTWITTHWAWATTWTWITWIWATNATAWNTAAWTWWTATTTTTTATTATTAAAW 803

76 GGCCCATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATG 235
P s v e 1:1 ¢ LN
o» >ea»>>e>>z>>>az>>aaaeqee>eww>eaeewqaquvzzzqzqz>zweaeea>eaa> wmw

36 TAAAATTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACT 294

br: i) | L O L I A A S A A A A A e
64 TWWTWINTTTANAAAWTATATAATWATTTTNTTWAAATTTAATTTTTAAATTAATAAAT 922

CNSOOEVL 1101 bp DNA linear GSS 04-JUN-1999
Drosophila melanogaster genome survey sequence T7 end of BAC:
BACR29B23 of RPCI-98 library from Drosophila smwmsoamunmn (fruit
fly), genomic survey sequence.

AL069706

AL069706.1 GI:4949849

GSS.

Drosophila melanogaster.

Drosophila melanogaster

Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.

1 (bases 1 to 1101)

Genoscope.

Direct Submission

Submitted (02-JUN-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)

Determination of this BAC-end sequence was carried out as part of a
collaboration with the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.org The BDGP Drosophila
melanogaster BAC library was vnmvnnma by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’s laboratory in the Department of
Cancer Genetics at the Roswell Park Cancer Institute in Buffalo,
NY. The library is named RPCI-98 and was constructed by partial
EcoRI digestion of Drosophila DNA provided by the BDGP from the
isogenic strain y2; cn bw sp, the same strain used for the BDGP's



Mon Jun 9 10:52:31 2003

cancer Genetics at the Roswell Park Cancer Institute in Buffalo,

NY. The library is named RPCI-98 and was constructed by partial
EcoRI digestion of Drosophila DNA provided by the BDGP from the

isogenic strain y2; cn bw sp, the same strain used for the BDGP's
Pl and EST libraries. A more detailed description of the library

and how to order individual BAC clones,

the entire library, or

filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo.edu/drosophila_bac.htm.

0;
119
559
179
619
239
679
299
739
359
799
419
859

1999

FEATURES Location/Qualifiers
source 1. .928
/organism="Drosophila melanogaster"
/db_xref="taxon:7227"
/clone="BACR27A24"
/clone_lib="RPCI-98"
/note~"end : T7°
BASE COUNT 262 a 70 ¢ 84 g 321 t 191 others
ORIGIN
Query Match 15.8%; Score 72; DB 17; Length 928;
Best Local Similarity 31.1%; Pred. No. 0.0036;
Matches 117; Conservative ' 93; Mismatches 166; Indels 0; Gaps
Qy 60 TGCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGG
btk 0 1) | B R o] | [N
Db 500 TGWTAWTAAATTTTTTATKAWWAAAAAAWAATWTTTTTWWTTTTTWAWAAAWTATTTTWT
Qy 120 w>aa>0a>aaaqO>oHaqybﬂa>oee?een>neaoa>>n>oaaﬂqe>a>>eano>>oooo
Y bbb s LHENNI: R to | 11 [
Db 560 aeeqHeazeeaz>zqHeﬂwbaazHPHSHe>zaH§>>£2452£>aaea>erzaz>be>££>
Qy 180 CATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAA
(I N RN N O S S B | I [N
Db 620 »bq»et&t»qye>>a>azazeazaza>£azeeva>a>S>>>z>>>>z»>>>>>z>>e»>>
Qy 240 ATTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCC
1 1 LIt e [N A R A
bb 680 >>>eaea>z>>zeb>b>tw>>>>aee>2&qee6eaaeaeaaete>e238>z>ﬂ>£>>>e>
Qy 300 ew>aewenmoH>O>Qaq>awnvaaa>awe>b>>>ene>nnoeenaan>o»>n>>>noe>>
_...... _ : R _ P ..nu_ ___ __
Db 740 azzzzzz>ezezcnxzzzzzvzzzzzzzzzz>zz2£>>>22222££2222>>>>>>>>w>
Qy 360 >>>eamoaeooneooaobomoeeom>enoneeabanQPaeeao>>>e>een>eam>o>n
ile trotrr orrr:o o] saessosyod FARE S I O I R
Db 800 >>>£»>»>>>>ZUUObcvtcuuzzx>>zxxxzxwxxxxxxzxzmoxxzexexeeaxo>wz
Qy 420 eooa>oaamaanaa>e 435
o a
Db 860 zqaeaeaeqeqeqaqe 875
RESULT 8
CNS014PQ
LOCUS . CNS014PQ 987 bp DNA linear GSS 26-JUL-
DEFINITION Drosophila melanogaster genome survey sequence SP6 end of BAC
BACN12P22 of DrosBAC library from Drosophila melanogaster (fruit
fly), genomic survey sequence.
ACCESSION  AL104456 ,
VERSION AL104456.1 GI:5616067
KEYWORDS GSS.
SOURCE brosophila melanogaster.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
.REFERENCE 1 (bases 1 to 987)
AUTHORS  Genoscope.
TITLE Direct Submission
JOURNAL Submitted (23-JUL-1999) Genoscope - Centre National de mmpcmsommm :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a

collaboration with the European Drosophila Genome Project (EDGP) -

us-09-941-042c-1.xrst

FEATURES
source

BASE COUNT
ORIGIN

Query Mat

Best Loca

Matches
Qy
Db 5
Qy
Db 6
Qy 1
Db 6
Qy 1
Db 7
Qy 2
Db 8
oy 3
Db 8
RESULT 9
CNSOOLT2

LOCUS
DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

COMMENT

© 63 e>>a>>>o>e>oe4Q§$>H$OOJ6>OHHHP>>636>>>A>QObH>>H>Q>aQHH>QO>>H

Page 5

http://www.edgp.ebi.ac.uk -. This Drosophila melanogaster BAC
library (Dros BAC) was made by Alain Billaud at CEPH (Centre
d’Etude du Polymorphisme Humain) with funding provided by a MRC
project grant. The DNA was prepared from embryos by Alain Bucheton
and Genevieve Payan. It has been constructed in the vector
pBeloBAC11.

Location/Qualifiers

1. .987

/organism="Drosophila melanogaster®

/db_xref="taxon:7227"

/clone="BACN12pP22"

/clone_lib="DrosBAC"

/plasmid="pBeloBAC11"

/note="end : SP6"
257 a 122 ¢ 122 g 241 ¢ 245 others
ch 15.8%; Score 72; DB 17; Length 987;
1 Similarity 31.7%; Pred. No. 0.0035;
114; Conservative 88; Mismatches 158; Indels 0; Gaps 0;

"3 >>>o>e>eHo>>e>n>eene>oeeeooe>060>eb>eoane>m>>e>neeanannneamn 62
Phe | oss 3 R LA U | |1 :
78 >>Uw>>wowxmwzwwxwwzxwaanxxexxeeaeaeex>nxznewxonooonnonoozz: 637
122
N T B e L e A [ o)
38 AMMAMAAMAAWMAWWACWAAAATTAGAATAAAAAAWAWAAAAAAAAAAATAAWTATWWAW

697

23 H>0a>aHH&O?OHaa>>aa>naa>aen>naeoa>>0>neeaea>abbaﬂnn>>mnnno>e

L L
98 zazzezeazzttetHBQHHHaﬂaHH?’t>>>’t£>>>t>>>£&taa>££79226667>>0

182

757

83 GAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATT
Il: VL L O O P A R e
58 >>>Sea>aebbbaetw&baaeeatzea£>ee>>ee>>£a>>aat>eat>eat>et££>>ﬂ

242

817

43 TAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAA
1111 il e sl )| R L L
18 TAATAWTWWTANAKWITWWTTTTTTTTTWWTATAAATTWTTWWWAWAAATAWRGRWTHWWA

302
877

03 eHPHGQOG>0>Oea>e>0>HH%>6>%>>>>>608>0006Hnaen>n>>0>>>nna>>>>> 362

2 1 2 L L L L N R L AN
78 s>>es>>>zz>ezz>>»yz>zzzzom>>>zozzzzz>zey>>zzea>>>>>>>>»>>>z>

937

CNSOOLT2 1101 bp DNA linear GSS 14-JUN-1999
Drosophila melanogaster genome survey sequence TET3 end of BAC:
BACR48P19 of RPCI-98 library from Drosophila melanogaster (fruit
fly), genomic survey sequence.

AL078714
AL078714.1
GSS.
Drosophila melanogaster.

Drosophila melanogaster

Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.

1 (bases 1 to 1101)

Genoscope.

Direct Submission

Submitted (11-JUN-1999) Genoscope - Centre
BP 191 91006 EVRY cedex - FRANCE nm mail :
- Web : www.genoscope.cns.fr)
Determination of this BAC-end wmncmsnm was carried out as part of a
collaboration with the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.org The BDGP Drosophila
melanogaster BAC library was vnmvmnma by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’s laboratory in the Department of

GI:5102004

National de Sequencage :
seqref @genoscope.cns. fr
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APPLICANT: Rosen et al.
TITLE OF INVENTION: Nucleic Acids, Proteins, and Antibodies
FILE REFERENCE: PTZ221C1l
CURRENT APPLICATION NUMBER: US/10/074,045
CURRENT FILING DATE: 2002-02-14 .
Prior Application removed - See File Wrapper or Palm
NUMBER OF SEQ ID NOS: 74
SOFTWARE: PatentIn Ver. 2.0
SEQ ID NO 60
LENGTH: 3991
TYPE: DNA
ORGANISM: Homo sapiens

S$-10-074-045-60

Query Match 11.5%; Score 52.6; DB 9; Length 3991;

Best Local Similarity 52.0%; Pred. No. 3.3;

Matches 143; Conservative 0; Mismatches 129; 1Indels 3; Gaps 1;
Qy 78 AAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTTGAGTTT 137
Db 3106 AAATATATAAGCCTATATATAAATARATATATATTIATITATAAMTATARAYAARTATA 3165
Qy 138 wbeebnqe>eew>neeoe>>0>neeaee’eybeaon>>oonon>eoy>>>>eee>>enne 197
UW 3166 e%%%e>%%e>%>ﬁe%%>%%ﬁ>aw>>%>>%%%$v%>eee>e>rﬂa%>e%%%a>>>e%%>ev 3225
Qy 198 TTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTC 257
ob 3226 TTTATANTTATAA AR ATATATTE AT AAT T AT AAAT AR ATASATTIAYARIYT 3265
o& 258 Q>eyeeeeean>>eeawae-..eeﬂye>>§>e>>>>r>nee>none§>qe>aonoewo>o 314
Db 3286 >H>ﬁ>%$>>%wa%%%%b>%>e>%%%M%h%a%%eﬂba%eb%+e>ea%%aw>%%ea>%%e%e 3345
Qy 315 ee>a>nweHq>e>e>>>>>eoe>0OQH%OHHO&OF 349
ob 3346 ARATATATTTATATATAAATTTATAAATATTAATA 3380

RESULT 13 .
US-10-094-240-10

Sequence 10, Application US/10094240
Publication No. US20030082637A1
GENERAL INFORMATION:

APPLICANT: ZWIEBEL, LAURENCE J. .
TITLE OF INVENTION: ARRESTIN GENE, POLYPEPTIDE, AND METHODS OF USE THEREOF
FILE REFERENCE: N8289 .

CURRENT APPLICATION NUMBER: US/10/094,240
CURRENT FILING DATE: 2001-03-08

PRIOR APPLICATION NUMBER: 10/056,405

PRIOR FILING DATE: 2002-01-24

PRIOR APPLICATION NUMBER: 60/264,649

PRIOR FILING DATE: 2001-01-26

NUMBER OF SEQ ID NOS: 27

SOFTWARE: PatentIn Ver. 2.1
SEQ ID NO 10

LENGTH: 4985

TYPE: DNA

ORGANISM: Anopheles gambiae

5-10-094-240-10
Query Match 11.5%; Score 52.4; DB 9; Length 4985;
Best Local Similarity 49.0%; Pred. No. 3.8;
Matches 140; Conservative 0; Mismatches 146; 1Indels 0; Gaps 0;
Qy 33 TCATAATCGCTAGAATACTTTGTGCCTTGCTAATAAAGATACTTGAAATAGCTTAGTTTA 92
[ e | (AN 1t [ AL
Db 2726 TTATTATCATAATAATAATTTTATTATGATTATTATTATTATTATTATTATTATTATTAT 2785
Qy 93 >>e>e>>>e>on>e>yevn>aeeevnmw>ae>nﬂ>aeeem>naae>>ee?0&e>eam>oa 152
I i ! TELE N e vl

bb 2786 TATTATTATTATTATTCTTATTATTATTATTATTATTATTATTATTAATATTATTTTTAA 2845

us-09-941-042c-1.rnpb .

Qy
Db
Qy
Db
Qy
Db

RE
us

H
i

;

;

us

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

RE,
us

Page 6

153 TGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTAATGCTTTATTAGTTTTAAAC 212
R A T O e e e A e e N RN A Y
2846 TATTATTATTATTATTATTACTATTCTTATTATAATTATTTTTTTTTATTATTATTATTA 2905

213 TTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTCGATATTTTTTCAATT 272

11111l SRR Ly iy [
2906 TTATTATTATTATTATTATTATTATTATTATTATTGCTATTGTTATTATTATTCTTATTA 2965

273 TATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTACAGTTAT 318
| [P N . I (ISR [
2966 TTGCTATTGTTATTATTATTATTCTTATTATTGTTGTTGTTGTTGT 3011

SULT 14
=10-074-045-60/c
Sequence 60, Application US/10074045
Publication No. US20030092102A1
GENERAL INFORMATION:
APPLICANT: Rosen et al.
TITLE OF INVENTION: Nucleic Acids, Proteins, and Antibodies
FILE REFERENCE: PTZ21C1 .
CURRENT APPLICATION NUMBER: US/10/074,045
CURRENT FILING DATE: 2002-02-14
Prior Application removed - See File Wrapper or Palm
NUMBER OF SEQ ID NOS: 74
SOFTWARE: PatentIn Ver. 2.0
SEQ ID NO 60
LENGTH: 3991
TYPE: DNA
ORGANISM: Homo sapiens
~10-074-045-60

Query Match 11.4%; Score 52.2; DB 9;
Best Local Similarity 52.5%; Pred. No. 3.9;
Matches 137; Conservative 0; Mismatches

Length 3991;

123; Indels 1; Gaps 1;
78 AAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTATTTTGAGTTT 137
[RERE A N B A N [ENEENA e e v
3355 AAATATATTTATATATAAATTTATAAATAAATATATAAATATTATAAATATATTAAATAT 3296

138 AATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATGAAAAATTTAATGCT 197

ISR e | I For b
3295 ATTTATTTATAAATTATAAATATATATTTATTTATAAATTATAAATATATATTTATTTAT 3236

198 TTATTAGTTTTA-AACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTT 256

1) A N R e N It It
3235 AAATTATAAATATATATTTATTTATAAATTATAAATATATATTTATTTATTTATAAATTA 3176

257 CGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAATTATCGGTACAGTT 316

| L R N NN | || RNy
3175 TAAATAAATATATATTTATTTATAAATTATAAATAAATATATATTTATTTATATATAGGC 3116

317 ATAGATTTATATAAAAATCTA 337

R N N R
3115 TTATATATTTATTTATATATA 3095

SULT 15

-09-960-352-5087

Sequence 5087, Application US/09960352
Patent No. US20020137139A1

GENERAL INFORMATION:

APPLICANT: Warren, Wesley C.

APPLICANT: Tao, Nengbing
APPLICANT: Byatt, John C.-
APPLICANT: Mathialagan, Nagappan

TITLE OF INVENTION: NUCLEIC ACID AND OTHER MOLECULES ASSOCIATED WITH LACTATION AND
TITLE OF INVENTION: MUSCLE AND FAT DEPOSITION

FILE REFERENCE: 16511.006/37-21(10298)C

CURRENT APPLICATION NUMBER: US/09/960,352

CURRENT FILING DATE: 2001-09-24

NUMBER OF SEQ ID NOS: 15112

SEQ ID NO 5087
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BASE COUNT
ORIGIN

Query Ma
Best Loc
Matches

Qy

Db

Qy

Db

Qy

Db

Qy

Db

Qy

Db

Qy

Db

RESULT 12

/db_xref="taxon:7227"
/clone="BACN11G1l1i"
/clone_lib="DrosBAC"
/plasmid~="pBeloBAC11*

/note="end : T7"
277 a 96 c 121 g 382 ¢t 167 others
tch 15.28; Score 69.2; DB 17; Length 1043;
al Similarity 39.8%; Pred. No. 0.01;
121; Conservative 48; Mismatches 135; Indels 0; Gaps 0;

59 TTGCTAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAG 118

oo e [ A A L s
569 WIATWTATATAAAAATAMTATATATATTTTTATATATWAAAWAATATWTATATHTITITT 628

119 O7’8H>QH?HHHHQ>Q%QH$’H6?OHH?Hﬂﬂ?ﬁﬂﬂﬁﬂ’bﬂFﬁﬂaHH%’%?>HQOO>>ODO 178
trrls o 0 R fe 1l s :) 0 13 I'l
629 HZSSHZHZHHH>€Eﬂ£ﬂ£”>ﬂ’ﬁ’ﬁﬂﬁHHHZHSHZHSHQHHQZQZQPHPHHPHEZHZHS 688

179 CCATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAA 238

Ve [ L O LT e 4l
689 TWATAAATATTTTTTATWTATATTTATATWTATWITTWAATTTATATATTTWANATANTT 748

www>>qeq>>a000&>e>0Hdoabﬂbdﬁaaeanbbeee>aaaea>e»§>>e>>>&>>oaa>onmww
[N It [N EINE R
749 TTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAARAAAWAAAAWWWWWWWWWAAWWWWWWIWW 808

299 ne>>ee>eonnevnVOHH?H>O>HHQ>A>ew>>>>enH>OOOHHOHHO>O$>0>>>OOHw 358

s ] ! 2| RSN R oo L |
809 >zw>z>>aaqaeeeea:mqannm««a>zwe>a>ezz>z»a>swz>zmbww»>>»>»>bw> 868

359 'AAAA 362

[y
869 AAAA 872

CNS014PQ/c

LOoCcus
DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

COMMENT

FEATURES
sSourc

CNS014PQ 987 bp DNA linear GSS 26-JUL-1999
Drosophila melanogaster genome survey sequence SP6 end of BAC
BACN12P22 of DrosBAC library from Drosophila melanogaster (fruit
fly), genomic survey sequence.

AL104456

AL104456.1 GI:5616067

GSS.

Drosophila melanogaster.

Drosophila melanogaster

Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; zcmnoaowv:m\

Ephydroidea; Drosophilidae; Drosophila.
1 (bases 1 to 987)
Genoscope.

Direct Submission
Submitted (23-JUL-1999) Genoscope - Centre National de Segquencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
Determination of this BAC-end sequence was carried out as part of a
collaboration with the European Drosophila Genome Project (EDGP) -
http://www.edgp.ebi.ac.uk -. This Drosophila melanogaster BAC
library (Dros BAC) was made by Alain Billaud at CEPH (Centre
d’Etude du Polymorphisme Humain) with funding provided by a MRC
project grant. The DNA was prepared from embryos by Alain Bucheton
and Genevieve Payan. It has been constructed in the vector
pBeloBAC11.

Location/Qualifiers

e 1. .987

/organism=*"Drosophila melanogaster"

/db_xref="taxon:7227"

/clone="BACN12P22"

/clone_lib="DrosBAC"

/plasmid="pBeloBAC11" A

/note="end : SP6"

us-09-941-042c-1l.rst

BASE COUNT
ORIGIN

Query Match

Best Loca
Matches
Qy
Db 9
Qy 1
Db 8
Qy 1
Db 8
Qy 2
Db ) 7
Qy” 2
Db 7
Qy 3
Db 6
Qy 4
Db 5
RESULT 13
CNSO015WU
LOCuUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM
REFERENCE
AUTHORS
TITLE
JOURNAL
COMMENT
FEATURES
source
BASE COUNT

Page 7
257 a 122 ¢ 122 g 241 t 245 others
. 15.0%; Score 68.4; DB 17; Length 987;
1 Similarity 30.3%; Pred. No. 0.014;
117; Conservative 104; Mismatches 161; Indels 4; Gaps 1;

63 e>>e>>§0>H>0een>>>ﬂ>nﬁaa>meHe>>>a>e>>>a>®n>e>>a>m>eaea>00>>e 122
R N TN R T T !
51 zzszszzszeaqeqezeeeaaeeeaeee>>£2eae>zezzzzzmzeee<mzztiasaeae 892

23 8704>aHe6070aaH>$QH>OHHVHHQ>GeHna>>n>maaaaa>ﬂb>ﬂann>wmmnon>q 182

R R L T N T N S A S Y A N Y I l:
91 zz>qzzeeqz>aezezzrzxoazaweeazazzz>>z>>aaa»q>zz>>>>>>>>>zz>>z 832

83 Q>>>>>aaewbeQOHee?eebmeﬂaev>>neabna>e>e>>>aeaqao>e>eme>>---- 238

i 2 |1 [RERY! (R S N N R R 11
31 zaza>zz>ze>aaw»aezzz>az»>ez>>az>>ee>zea>>aaw>az>>zz>>>>>aaqz 772

39 AATTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACC 298

RN A O O N R I R A AR o
71 AATTTAATAAWTTTCTTTAAAWWATWWTAAWAWTTTWTTTWWTTTTWITAAAAAAAARAA 712

99 06>>He>HOOm670>Qea>a>m>eee>e>6>>>>>HOH>OOOHHOHHO>Q>>Q>>>OOH> 358

;| el 1t |1 1 I |
1 z>zszz>>z>zzvzzazz>e>zea>aeaaaaaeeeazazaaaeaa>eena>>eaaazoaz 652

59 §>>>QOOOHHOQQHOOQQ?OOOGGOO?HOQQHHH>QHOO?H&6%03&>H>6€0>HHO>0> 418
s be ol o 1 | K
51 ZHXZHHNHHNHNNQNNNGQQOQOOQQOQ=<>GSNmHZ>>>>>>>ZZ>ZZZZZZZZZ<ZZ< 592

19 oeonawoeeneeoea>a>moa>>>>> 444
:oos| o | NIEEE
91 m«mn&xzxeemmqazaqesnar>zx: 566

CNS015WU 1203 bp- DNA linear GSS 26-JUL-1999
Drosophila melanogaster genome survey sequence SP6 end of BAC
BACN1SE10 of DrosBAC library from Drosophila melanogaster (fruit

fly), genomic survey sequence.
AL106008

AL106008.1 GI:5619558

GSS.

Drosophila melanogaster.
Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; HsmmOﬁm. Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
1 (bases 1 to 1203)
Genoscope.
Direct Submission
Submitted (23-JUL-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
Determination of this BAC-end sequence was carried out as part of a
collaboration with the European Drosophila Genome Project (EDGP) -
http://www.edgp.ebi.ac.uk -. This Drosophila melanogaster BAC
library (Dros BAC) was made by Alain Billaud at CEPH (Centre
d’Etude du Polymorphisme Humain) with funding provided by a MRC
project grant. The DNA was prepared from embryos by Alain Bucheton
and Genevieve Payan. It has been constructed in the vector
pBeloBAC1l.
Location/Qualifiers
1. .1203
/organism="Drosophila melanogaster"”
/db_xref="taxon:7227"
/clone="BACN15E10"
/clone_lib="DrosBAC"
/plasmid="pBeloBAC1l"
/note="end : SP6"

103 ¢ 235 g

288 a 253 t 324 others



Mon Jun 9 10:52:31 2003

ORIGIN
Query Match 15.0%; Score 68.4; DB 17; Length 1203;
Best Local Similarity 37.3%; Pred. No. 0.013;
Matches 100; Conservative 58; Mismatches 110; 1Indels 0; Gaps 0;
Qy 67 AAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGT 126
e s bbb = 1k e H (L Il 1 bHr
Db 936 >>>>z>>ezaz>a>>em>aea£q>eq>twaye£$a622eeazaaaaaza>>>e>>aeaqe 995
Qy 127 >eeeem>oeee§>ee>aea>e807066n6§>0>086666>a>>aannw>mmnon>eo>>> 186
R bl A I I e o
Db 996 ze>S>z>zezea>z>aa>e>aetﬁee6>8>a>22£>zeetazeeeze>zeztezzea>e» 1055
Qy 187 ﬂ>ee%>>400ﬂaeweew03HqHw»ﬂneaboake>e>>>eeaean>awaoa>>>>aeq>}a 246
111 | Pore s lPEE) ele e 4 e
Db 1056 >££&aeat>ae£a>a£>e22a2>2>>>w’eteaezze TTTTTAAWAWAWWATAWATAAW 1115
Qy 247 nmme>e>oaqnnwﬂ>eaeeaan>>eaa>aeeﬁe>a>>>>a>>>>>>Oee>none>>eawa 306
’ A R R S AT A B R LK EEERE
Db 1116 r£>>£a>£veve>z>a£z>e€aebeta#etPEHZSHSeaHGHHHZHHQEAHPASASZUSH 1175
Qy - 307 CGGTACAGTTATAGATTTATATAAAAAT 334
e A |
Db, 1176 >>£e>e>eeeaae£ee£e>eaezeweze 1203
RESULT 14
CNS00EO7/c
LOCUS CNSO00EO7 1101 bp DNA linear GSS 04-JUN-1999
DEFINITION Drosophila melanogaster genome survey sequence TET3 end of BAC:
BACR29P01 of RPCI-98 library from Drosophila melanogaster (fruit
fly), genomic survey sequence.
ACCESSION AL069440
VERSION AL069440.1 GI:4949583
KEYWORDS GSS.
SOURCE Drosophila melanogaster.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to 1101)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL Submitted (02-JUN-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a
collaboration with the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.org The BDGP Drosophila
melanogaster BAC library was prepared by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’s laboratory in the Department of
Cancer Genetics at the Roswell Park Cancer Institute in Buffalo,
NY. The library is named RPCI-98 and was constructed by partial
EcoRI digestion of Drosophila DNA provided by the BDGP from the
isogenic strain y2; cn bw sp, the same strain used for the BDGP's
Pl and EST libraries. A more detailed description of the library
and how to order individual BAC clones, the entire library, or
filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo.edu/drosophila_bac.htm.
FEATURES Location/Qualifiers
source 1. .1101
/organism="Drosophila melanogaster"”
/db_xref="taxon:7227"
/clone="BACR29P01"
/clone_1ib="RPCI-98"
/note="end : TET3"
BASE COUNT 366 a 66 ¢ 104 g 351 t 214 others
ORIGIN ’
Query Match 15.0%; Score 68.2; DB 17; Length 1101;

us-09-941-042c-~-1.xrst

Page 8
Best Local Similarity 38.3%; Pred. No. 0.01S5;
Matches 128; Conservative 53; Mismatches 153; 1Indels 0; Gaps 0;
Qy 3 >>>O>eweqn>>H>O>Hqme>nqeemnabnqnwﬂ>>ennne>0?)e>0ﬂaﬂnaoone%nn 62
(I R L s A 1 1:1
Db 855 AAWTAAAWAAAAARWATTAWAATTTAYATWATATWTAAAWWTATAWATTATTMWWAATWT 796
Qy 63 ew>e>>>o>ewneem>>>a>moee>Qaae>>>e>e»>>e>on>e>>e>o>eeee>00>>% 122
O I I T 1 L 11 11 A [
Db 795 TATAWNATTTTTTTTWTAWAAWTWTTWATWAWTAATTTTAAWTWWTTAAATAAAAAAAAT 736
Qy 123 e>0a>aaaen>neaa>>ee>oee>qeawnqana>>0>0eaeaa»ePWHﬂOOﬂwonnnnﬁe 182
AR AR R AL
Db 735 TTATTTTTATTTWITATTWAAAWTTTTWTTTTWAATTWWYTTTAATAWTTAAAWTWITAA 676
Qy 183 n>>>>>eee>>HnneqePee>Oeeee>>>0ae>0e>e>e>>>aaaaao>e>ema>>>>eﬂ 242
K : Pt (N FLELERLEL 5 e L |
Db 675 AWAWWTAAWTTAAATAAATWTATTTAAAATWIWAAWTATAAATTTAWADWTTATAWWTTT 616
oy 243 e>>ennma>e>maenn>e>aeﬂeqHnbbadqbaeaae>e>>>>a>>>>>>oqe>oooabb 302
[N B R A (R EERE |
Db 615 eqaezznzae£>>e>e>e>>>>ez>>>>>ea>>>aezqaeea>a>ez€£>ew>>>>z>ez 556
Qy 303 TTATCGGTACAGTTATAGATTTATATAAAAATCT 336
| (R EE] RINAERE (B
Db 555 WWTTATTTATAAWWAATTATTTAWAWTTGATTTT 522
RESULT 15
CNSO01FB/c
LOCUS CNSOO01FB 1101 bp DNA linear GSS 03-JUN-1999
DEFINITION Drosophila melanogaster genome survey sequence TET3 end of BAC #
BACRO4A23 of RPCI-98 library from Drosophila melanogaster (fruit
fly), genomic survey sequence.
ACCESSION AL060732
VERSION AL060732.1 GI:4939397
KEYWORDS GSS.
SOURCE Drosophila melanogaster.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila. -
REFERENCE 1 (bases 1 to 1101)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL submitted (02-JUN-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a
collaboration with- the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.org The BDGP Drosophila
melanogaster BAC library was prepared by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’s laboratory in the Department of
Cancer Genetics at the Roswell Park Cancer Institute in Buffalo,
NY. The library is named RPCI-98 and was constructed by partial
EcoRI digestion of Drosophila DNA provided by the BDGP from the
isogenic strain y2; cn bw sp, the same strain used for the BDGP's
Pl and EST libraries. A more detailed description of the library
and how to order individual BAC clones, the entire library, or
filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo.edu/drosophila_bac.htm.
FEATURES Location/Qualifiers
source 1. .1101
\oHawawm5|.Uﬂ0mova»~m melanogaster”
/db_xref="taxon:7227"
/clone="BACRO4A23"
/clone_1ib="RPCI-98"
/note="end : TET3"
BASE COUNT 288 a 110 ¢ 103 g 491 t 109 others
ORIGIN
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Query Match 14.9%; Score 68; DB 17; Length 1101;
Best Local Similarity 37.8%; Pred. No. 0.016;
Matches 125; Conservative 52; Mismatches 154; Indels 0; Gaps 0;

Qy 3 AAACATATTCAATACATTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGC 62
Db 996 AHAAAARAPTHANT AR TANTADATTNARAAAAAARAAAAARAAAR TART ARVHARAARA 937
Qy 63 TAATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAAT 122
Db 936 >ﬁﬁ>»ﬁe>%%w>*>ewew>w22%>%a2%>wa$zﬁba$%>b>>w%%%*wzw>%>zz>»%a% 877
oy 123 TAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCAT 182
Db 876 >%z>b>>>%>zv%my%%>>»z%>n¢%>a»»ze%»byb>v%z%zqmbx$$w>%%quzee% 817
Qy 183 GAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATT 242
Db B16 TITAATATATATHTAATIE AATH I AARAAR AT AHAAANT ANV HANINANALARA 757
oy 243 TAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAA 302
ob 756 AATAATATANNAANARAAATTHAVHANA T AAAATAAAMMAAAANTAVATARA. 697
Qy - 303 TTATCGGTACAGTTATAGATTTATATAAAAA 333

Db 695 TAMAARAAAAAARAAAAAARAANARHAALA 666

Search completed: June 9, 2003, 08:01:26
Job time : 1132 secs
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EcoRI digestion of Drosophila DNA provided by the BDGP from the
isogenic strain y2; cn bw sp, the same strain used for the BDGP'’s
Pl and EST libraries. A more detailed description of the library
and how to order individual BAC clones, the entire library, or
filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo.edu/drosophila_bac.htm.

FEATURES Location/Qualifiers
source 1. .1101
/organism="Drosophila melanogaster"
/db_xref="taxon:7227"
/clone="BACR32N04 "
/clone_lib="RPCI-98*
. /note="end : TET3"
BASE COUNT 429 a 102 ¢ 128 g 343 t 99 others
ORIGIN
Query Match 16.5%; Score 75.2; DB 17; Length 1101;
Best Local Similarity 43.3%; Pred. No. 0.00098;
Matches 154; Conservative 42; Mismatches 159; 1Indels 1; Gaps 1;
Qy 8 e>eao>>e>o>eame>maeaooH>OQO>Ab>eOOOq>o>>e>Oaaaneoaoeqnne»>q> 67
VEE TR b e e b | [ [ e HE
Db 728 e>eb>>>e>£>e£ea>a>eteaaeeq>ﬂ’>z>2>>eveaeeaaaeaeaeazz£a>zazqz 787
Qy 68 AAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATTAGTA 127
RN R boessl 1 101 Pk bos 0l sl o
Db 788 TATAAATATAWAATWAWAATATAWWWAAAAAAAWTNAAAAAWWWAAWATATWWATTATTW 847
Qy 128 aeean>Oeea»>ﬂe>nHewqenwneqmﬂb>owoeaeaH>H>>eaon>>nmnnn>an$>b> 187
[ N N e A A A N e e i
Db 848 >>e>e>e>£>>ez>>>a>>ewazeeﬂyybb>>£>eHza>areba>z>£>eaeae732>>e 907
Qy 188 weeq>>aoneaewea>Qeeae>>>0edroeﬁ&?arbbaeeaqn>a>ana>>>>eee>>eo 247
b0 Lososb sl bt 1 il RN
Db 908 zqH>a>a>a>a>£>£>>24>e>2>a>aa>a>e>z>z>a>e>a>>>>t>ae>2>>ea HHH 966
Qy 248 QQawa>Oeannya>eeqeeaO>>aee>aaeea>a>>>>e>>>>>>oae>0008>>ea>60 307
1 S e s L g e I IR
Db 967 e>zv>>e>a>q>azaae>ﬁ>azePeq>asar>>a>>a>e>a>t>e>>a>e>ee>>e>2>e 1026
Qy 308 GGTACAGTTATAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAAT 363
Ll e bt [ L N L N A
Db 1027 AAAAWATATATATATATATAWAATATAATATAWTAWTTTATATNAWAATTATANAW 1082
RESULT 2 :
CNSOOKHX/c
LOCUS CNSOOKHX .905 bp DNA linear GSS 03-JUN-1999
DEFINITION Drosophila melanogaster genome survey sequence T7 end of BAC:
BACR17N06 of RPCI-98 library from Drosophila melanogaster (fruit
fly), genomic survey sequence.
ACCESSION AL077798
VERSION AL077798.1 GI:4957174
KEYWORDS GSS.
SOURCE Drosophila melanogaster.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to 905)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL Submitted (02-JUN-1999) Genoscope - Centre National de Sequencage
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a

collaboration with.the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.org The BDGP Drosophila
melanogaster BAC library was prepared by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’‘s laboratory in the Department of
Cancer Genetics at the Roswell Park Cancer Institute in Buffalo,

us-09-941-042c-1l.rst

mwmm 2

NY. The library is named RPCI-98 and was constructed by partial
EcoRI digestion of Drosophila DNA provided by the BDGP from the
isogenic strain y2; cn bw sp, the same strain used for the BDGP's
Pl and EST libraries. A more detailed description of the library
and how to order individual BAC clones, the entire library, or
filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo.edu/drosophila_bac.htm.

FEATURES Location/Qualifiers
source 1. .905
/organism="Drosophila melanogaster"”
/db_xref="taxon:7227"
/clone="BACR17N0O6"
/clone_lib="RPCI-98"
) /note="end : T7" .
BASE COUNT 388 a 82 ¢ 77 g - 194 t 164 others
ORIGIN .
Query Match 16.4%; Score 74.8; DB 17; Length 905;
Best Local Similarity 37.8%; Pred. No. 0.0012;
Matches 130; Conservative 62; Mismatches 152; Indels 0; Gaps 0;
Qy 19 TTGTAGTTTGCTACTCATAATCGCTAGAATACTTTGTGCCTTGCTAATAAAGATACTTGA 78
. L I A N S O N Y | e ! e e e |
Db 852 TTTTTWITTATTWTTTATATWWWTITTWTATWTTTTWTWTATTTWWTATAAWTATWDTAWT 793
Qy 79 >>H>onee>oeee>>>e>e>>>e>nowe$>e>0>eeaawomvbaaynaweaaen>meae> 138
| [ R N A R A A K 1 e R
Db 792 >e>zeze>>eeeee£>e>6>ezeweoz<ezaebzeazta>ae>eeeeatﬂezeze>ze££ 733
Qy 139 >aewoee5&ao>OeeoH>>nwneeeae&a>>8600w>oonnn>eo»>>>>aaew>ennaa 198
i LN [ER A | )
Db 732 e>£££>>£2e>>tzequeeae>eeaeeaaeeaeaeaaaaeaeezezeaezaaaeeeeae 673
Qy 199 TATTAGTTTTARACTTACTATATAAATTTTTCATATGTAAAATTTAATCGGTATAGTTCG 258
K A L N R A VR b | 11 1
Db mqu,eaeze>>t>t>q>Heqqqe>ezzqaqvaaﬂeeaeeeqaqazreearaaaaaaaea>a£&> 613
Qy 259 >e>aaeaean>>eea>aaaea>a>b>bﬂ>>>>>>oaqwnonawrae>eonoa>n>maa>a 318
R A N A A AR AR R RN HERLE A
Db 612 TTATWATTTATWTITDTTTTTTMWTAWMWWMAHAAWAMMWMATMTTTWTMTTWATAATTTT 553
Qy 319 >nwaae>a>a>>>>>enH>nnneeoeao>o>>0>>>00Ab>>>> 362
e | O R T 4 It ]
Db 552 zyZmZb>z£>z<wZExEKOS>>O>qae>ex>bz>20>>=a>>>> 509
RESULT 3
CNSOODKY/c
LOCUS CNSOODKY 928 bp DNA linear GSS 04-JUN-1999
DEFINITION Drosophila melanogaster genome survey sequence T7 end of BAC #
BACR27A24 of RPCI-98 library from Drosophila melanogaster (fruit
fly), genomic survey sequence.
ACCESSION AL071865
VERSION AL071865.1 GI:4948170
KEYWORDS GSs.
SOURCE Drosophila melanogaster.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to 928)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL Submitted (02-JUN-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
, - Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a

collaboration with the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.orqg The BDGP Drosophila
melanogaster BAC library was prepared by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’s laboratory in the Department of
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Pl and EST libraries. A more detailed description of the library
and how to order individual BAC clones, the entire library, or
filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo.edu/drosophila_bac.htm.

FEATURES Location/Qualifiers
source 1. .1101
/organism="Drosophila melanogaster®
/db_xref="taxon:7227"
/clone="BACR29B23"
/clone_lib="RPCI-98"
/note="end : T7°"
BASE COUNT 419 a 91 ¢ 60 g 299 t 232 others
ORIGIN
Query Match 15.9%; Score 72.6; DB 17; Length 1101;
Best Local Similarity 35.1%; Pred. No. 0.0027;
Matches 150; Conservative 74; Mismatches 203; Indels 0; Gaps 0;
Qy 4 >>n>a>eao>>aao>aama>meaanne>nan>e>>enmne>m>>e>oaeenqoonqenne 63
L L R O (IR 1h: K AR R <
Db 1082 zza>etaa>z>a>a>e>>ze>>eetteze>e>aze>22£a>ez>e>a>ee>zeeaze>>> 1023
Qy 64 AATAAAGATACTTGAAATAGCTTAGTTTAAATATAAATAGCATAATAGATTTTAGGAATT 123
| N N I R I R A N A A A e |
Db_ 1022 >e>e>££eq>$H$b>e>a§qzarze>22>e>a>e>z>a>z>>ze>e>£>£922>>e£>>e 963
,o< 124 >meweqaeo>o968776eynaawaaovneaoaw>o>maeeeq>a>>aennv>nonnn>em 183
I 1: 1 | vt S o | | :
Db 962 z£>a>z>zeae>>a>>z>>a>at>£££ezee>eaeaeaaeaaaeet&aezewetezeaa> 903
O<‘ 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTT 243
I LA b el bl e e
Db 902 q>a££e££>>>$£¥££b>zasa>aeeeeezae>ez>aet>a>ae>£>aeeeee£ete>ee 843
Qy 244 >§enona>a>meenn>eweeeaeen>>eea>eaaae>eb>>>a>>>>b>oae>000e>>a 303
so | LK [ R |:
Db 842 zza>H>et>922d>azézqzaaez>ezd>azq>aaa>ezatezeaze>aaze>eze>a>z 783
Qy 304 H>HOQQH>O>Oeavabnbaeewe79b>b>>aoe>omnaeoaeo>o>>m>>>nnq>>>>>e 363
L I LN s 1ol 14l |
Db 782 ztezt>azt£a>:>bze>a>a>822>e>eebezzez>aeteeteaae>aa£&eee>>zee 723
Qy 364 CGGTTCGGTGCGGACGGTTCGATCGGTTTAGTCGATTTTCAAATATTCATTGACACTCCT 423
! | : Il | 0L e e :
Db 722 >eza>qz>eezeez>azeaeaeaaaaaaaeaezﬂ>eeez>>>aa>eqe>>ee>szz>>es 663
Qy 424 AGTTGTT 430
[
Db 662 AWTTATT 656
RESULT 6
CNS0161D
LOCUS CNS0161D 1225 bp DNA linear GSS 26-JUL-1999
DEFINITION Drosophila melanogaster genome survey sequence SP6 end of BAC
BACN15C18 of DrosBAC library from Drosophila melanogaster (fruit
fly), genomic survey sequence.
ACCESSION AL106171
VERSION AL106171.1 GI:5620504
KEYWORDS GSS.
SOURCE Drosophila melanogaster.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to 1225)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL Submitted (23-JUL-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mall : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a

collaboration with the European Drosophila Genome Project (EDGP) -

us-09-941-042c-1l.rst.

Page 4

http://www.edgp.ebi.ac.uk -. This Drosophila melanogaster BAC
library (Dros BAC) was made by Alain Billaud at CEPH (Centre
d’Etude du Polymorphisme Humain) with funding provided by a MRC
project grant. The DNA was prepared from embryos by Alain Bucheton
and Genevieve Payan. It has been constructed in the vector

pBeloBAC11.
FEATURES Location/Qualifiers
source 1. .1225
/organism="Drosophila ampmsomamﬁmﬂ
/db_xref="taxon:7227".
/clone="BACN15C18"
/clone_lib="DrosBAC"
/plasmid="pBeloBAC11"
/note="end : SP6"
BASE COUNT 266 a 128 ¢ 38 g 368 t 425 others
ORIGIN
Query Match 15.9%; Score 72.6; DB 17; Length 1225;
Best Local Similarity 37.4%; Pred. No. 0.0026;
Matches 114; Conservative 61; Mismatches 130; 1Indels 0; Gaps 0;
Qy 60 aone>>e>>>n>q>oaeo>>>e>Oneawoaaey>>e>e>>>ewno>qb>a>o>aaae>nm 119
IR N A R Ibe 1 e b bHE B e b |
Db 902 ee&a%<&><>z>>><>£>aw>iz>zeazeey>>£z>>>>>>>b>2>zieHH&>>>>>>ZA 961
Qy 120 AATTAGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCC 179
A [ : | Pzlil=1 11 :
Db 962 zazv>>eb>zaa>eeeaeeeeevzzzeee>ez£>e>>eee>eteaezeeaeeqeaza>>> 1021
Qy 180 CATGAAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAA 239
AR P oo bl 00 FHETE: D) INELER!
bb 1022 AWAAAAAAAAATATATTTTWTWAWWWTWTWATTTTTATATATWTAYTTTTATATTMWAWA 1081
Qy 240 ATTTAATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCC 299
R st oz Fobb st 1 o |
Db 1082 zz>e££aeteSASHHSAHZSZszsaybe>eaaeazqaHﬂ>ﬂ2&$ﬂ)>&t>a>a§>>>wz 1141
Qy 300 e>>ea>anmna>n$0ee?ewm>HHH>e>e$>>>>ena>nnnaenaan>0>>0>>>nne>> 359
I b [ H A L I I A A N |
Db 1142 azaeeztﬂ>a>>e>£>ezqwe>e>eaeee>a>>>z>>zzaeeezazazzztetataz£>> 1201
Qy 360 AAATC 364
FIbn:
Db 1202 AAATM 1206
RESULT 7
CNSOODKY - )
LOCUS CNSOODKY 928 bp DNA linear GSS 04-JUN-1999
DEFINITION Drosophila melanogaster genome survey sequence T7 end of BAC #
BACR27A24 of RPCI-98 library from Drosophila melanogaster (fruit
fly)., genomic survey mmncmnom
ACCESSION  AL(071865
VERSION ALO71865.1 GI:4948170
KEYWORDS GSS.
SOURCE Drosophila amwmnoommnmn.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to 928)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL Submitted (02-JUN-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a

collaboration with the Berkeley Drosophila Genome Project (BDGP).
The BDGP is constructing a physical map of the Drosophila
melanogaster genome using these BACs. For further information
please see http://www.fruitfly.org The BDGP Drosophila
melanogaster BAC.library was prepared by Kazutoyo Osoegawa and
Aaron Mammoser in Pieter de Jong’s laboratory in the Department of
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Cancer Genetics at the Roswell Park Cancer Institute in Buffalo,
NY. The library is named RPCI-98 and was constructed by partial
EcoRI digestion of Drosophila DNA provided by the BDGP from the
isogenic strain y2; cn bw sp, the same strain used for the BDGP'’s
Pl and EST libraries. A more detailed description of the l1ibrary
and how to order individual BAC clones, the entire library, or
filters for hybridization from the BACPAC Resource Center can be
found at http://bacpac.med.buffalo. mQC\aaOmov:»wm bac.htm.

FEATURES Location/Qualifiers
source 1. .1101
/organism="Drosophila melanogaster"
/db_xref="taxon:7227"
/clone="BACR48P19"
/clone_lib="RPCI-98"
/note="end : TET3"
BASE COUNT 469 a 6 c 69 g 151 t 406 others
ORIGIN
Query Match 15.6%; Score 71.2; DB 17; Length 1101;
Best Local Similarity 32.4%; Pred. No. 0.0046; .
Matches 127; Conservative 101; Mismatches 157; 1Indels 7; Gaps 1;
Qy 64 >>H>>>n>a>naem>>>e>nnea»meee>>>e>a>>>e>mn>a>>e>m>eeee>m0>waa 123
Iy [N [ [ [N
Db, 453 >>>>>w>>>>b$b>bbbb>>2$>>>>>vabb>>>aazeeaeeeezxx>aeeezeeeaU> 512
Qy 124 AGTATTTTGAGTTTAATTACTTATTGACTTGTAACAGTTTTTATAATTCCAAGGCCCATG 183
S I O N O O N O Pealbes] 2| : |:
Db 513 >ch2>>zzveaeaa>£aasaat>ea>>awaeeeaeeextee£x>eN&UZQN%>:H>>%H 572
Qy 184 AAAAATTTAATGCTTTATTAGTTTTAAACTTACTATATAAATTTTTCATATGTAAAATTT 243
K I [ N R A RN AR Il
Db 573 AAWAAWWTTTTTTAATWTTTTKTWTTAKKTWAWKWWAWDTATTTWITWTTTTTWITTTTW 632
Qy 244 AATCGGTATAGTTCGATATTTTTTCAATTTATTTTTATAAAATAAAAAACTTACCCTAAT 303
i lel sl 0 bEobeds dREEE 1 | Nl I
Db 633 >>aeaeazqee£8>z>aeaeaaaaea>xexaeaaeeeeqa>aa>>>e>>u-..||->>>> 685
Qy 304 a>eOOOevoknqﬁbd>ﬁbeHe>e>eb>>>bqne>Onanoaeo>m$>m>>>one>>>>>e 363
IR I I R I B O R S A O A R A 1 |:
Db 686 Zaaace£>>>z£ddaxzxzzz>>>>ox£xo>xxtum>xx>aﬂaxxxoxxw>£>>>owxcw 745
Qy 364 nooeeomoaoooo>oaoeaoovenooqae>oano»qaeeo>>>a>eeo>aeo>o>oeone 423
I I R A L R K I X RS RS IS N B
Db 746 zzmmxzzozmxwoxxooxxzxxxxxoxomtoxznxxxwocco>xcxexxxxxx>>aaeex 805
O% 424 >Oeeneeaeqva>ﬂaew>>>>oo>mae>nvo> 455
NS E Y RN N [P I B A |
Db 806 xanwxzxxx&bxxww>>cwqzxezzc>>>>> 837
RESULT 10
CNSQ1l6LI/c
LOCUS CNSO16LI 1101 bp DNA linear GSS 26-JUL-1999
" DEFINITION Drosophila melanogaster genome survey sequence T7 end of BAC
BACN16D22 of DrosBAC library from Drosophila melanogaster (fruit
fly). genomic survey sequence.
ACCESSION AL106896
VERSION AL106896.1 GI:5624374 -
KEYWORDS GSS.
SOURCE Drosophila melanogaster.
ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota;
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to 1101)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL Submitted (23-JUL-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E- amww : seqrefe@genoscope.cns. fr
- Web : www.genoscope.cns.fr)
COMMENT Determination of this BAC-end sequence was carried out as part of a

collaboration with the European Drosophila Genome Project (EDGP) -

us-09-941-042c-1.rst

Page 6

http://www.edgp.ebi.ac.uk -. This Drosophila melanogaster BAC
library (Dros BAC) was made by Alain Billaud at CEPH (Centre
d’Etude du Polymorphisme Humain) with funding provided by a MRC
project grant. The DNA was prepared from embryos by Alain Bucheton
and Genevieve Payan. It has been constructed in the vector

pBeloBAC11.
FEATURES Location/Qualifiers
source 1. .1101
/organism="Drosophila melanogaster”
/db_xref="taxon:7227"
/clone="BACN16D22"
/clone_lib="DrosBAC"
/plasmid=-"pBeloBAC1l"
/note="end : T7"
BASE COUNT 203 a 220 ¢ B4 g 158 t 436 others
ORIGIN
Query Match 15.4%; Score 70.2; DB 17; Leangth 1101;
Best Local Similarity 31.6%; Pred. No. 0.0068;
Matches 90; Conservative 84; Mismatches 111; Indels 0; Gaps - 0;
Qy 78 >>>e»noea>neee>>>ewam>>e>oo>a>>e>m>eaee>oowbqaw0a>aﬁeﬂn>neeq 137
: I | EEN N S B | [ A B R R

Db 1073 WWWWTYCTMTMAMTAMAAAWMAAAMWMAAWMAAWAWATTTAYATTTHWTAATHTAWTWYW 1014

Qy 138 >>ae>oea>eem>neaoe>>nboeeaae>e>>aenn»>noonn>en>>&>>eee>>ﬂmoe 197

boblsssle: I K] A R :

Db 1013 CAATAHWWAWWTTTATATWAATHTATTWATAHWTATYWTWTWHWATWYWTMTYWTATWAW 954

Qy 198 aavee>meaea>>>oaq>0a>e>a>>>eaeeeo»e>emq>ﬂ>>ﬂa4>annoﬂwﬂwmwen 257

) R R N L L I I L R R R R R N :

Db 953 >m>>>£>e>me>>><£m>e>>e£>2>t>a>>ea£at£esa>zzazqz>ze>>e>a£>e£> 894

Qy 258 o>e>»».—»»(>>eee>~»»bp>H>>>>H>b>>>>neH>Onnaw>ae>anomﬁ>0woeﬂ> 317

I R B A R R A A | HE| HH
Db 893 AMTAATWWWWAWHAWWWTAYAWWWWWAWTATWWTATAWTAATAWWATTWTAATTATAWTW 834
Qy 318 TAGATTTATATAAAAATCTACGGTTCTTCAGAAGAAACCTAAAAA 362
[ | l: 1 11 HEEN

Db 833 AAAATATATAWTWAAAAAAAAWATHAAWAAWAAATATWAAAAAAA 789

RESULT 11 ,

CNS0145P

LOCUS CNS0145pP 1043 bp DNA linear GSS 26-JUL-1999

DEFINITION Drosophila melanogaster genome survey sequence T7 end of BAC
BACN11Gll of DrosBAC library from Drosophila melanogaster (fruit
fly), genomic survey mma:waom‘

ACCESSION AL103735

VERSION AL103735.1 GI:5615346

KEYWORDS GSS. .

SOURCE Drosophila melanogaster.

ORGANISM Drosophila melanogaster
Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; vdmn<oonm~
Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha;
- Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to 1043)
AUTHORS Genoscope.
TITLE Direct Submission
JOURNAL Submitted (23-JUL-1999) Genoscope - Centre National de Sequencage :
BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref@genoscope.cns.fr
- Web : www.genoscope.cns.fr)

COMMENT Determination of this BAC-end sequence was carried out as part of a
collaboration with the EBuropean Drosophila Genome Project (EDGP) -
http://www.edgp.ebi.ac.uk -. This Drosophila melanogaster BAC
library (Dros BAC) was made by Alain Billaud at CEPH (Centre
d’Etude du Polymorphisme Humain) with funding provided by a MRC
project grant. The DNA was prepared from embryos by Alain Bucheton
and Genevieve Payan. It has been constructed in the vector
pBeloBAC11.

FEATURES Location/Qualifiers

source 1. .1043

/organism="Drosophila melanogaster”
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